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Abstract
Heat stress negatively impacts plant development by disrupting regular plant functions,
including molecular, physiological and anatomical processes, reducing crop production.
Alfalfa (Medicago sativa) is an important forage crop and developing abiotic stress
resistant cultivars would help mitigate crop losses. Members of the miR156 family
regulate SPL genes, impacting plant growth and development and are involved in stress
response. Here, alfalfa with miR156 overexpression (miR156OE) and SPL13 RNAi
knockdown (SPL13i) showed increased tolerance to heat stress (40°C) while SPL9 RNAi
alfalfa did not. Heat-stressed miR156OE and SPL13i plants had increased antioxidant
levels, including anthocyanins. Additionally, genes associated with miR156 involved in
hormone and antioxidant biosynthesis were differentially regulated under heat stress in
transgenic alfalfa. These results demonstrate that miR156 contributes to heat stress
tolerance in alfalfa at least partially by silencing SPL13 and suggest SPL13 could be
useful for improving abiotic stress tolerance in alfalfa and potentially other crops.
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Chapter 1

1

Introduction

1.1

The importance of alfalfa

Medicago sativa (alfalfa) is a forage and fodder crop widely grown in Canada and around
the world (Annicchiarico et al., 2015); plants in the genus Medicago are commonly
referred to as medics. Alfalfa is one of the most important forage crops and the most
widely cultivated forage legume, grown on an estimated 30 Mha globally (Annicchiarico
et al., 2015), and the alfalfa market was valued at $17.5 billion USD in 2017 (NAAIC,
2017). While alfalfa is the most widely grown, various other medics are also used as
forage (Small, 2011). For example, barrel medic (Medicago truncatula) is a well-studied
model legume (Young et al., 2011), but is also grown for forage.
Alfalfa has relatively deep roots with a maximum rooting depth of 3.7 m (Canadell et al.,
1996) with 95% of roots in the top 1.36 m (Fan et al., 2016), the deepest of various
common temperate crops including wheat, corn, various beans, cereals, and oilseed crops
(Fan et al., 2016). Deep-rooting crops have better access to ground water, reducing
irrigation requirements, and may help reduce water stress susceptibility (Putnam et al.,
2007). Additionally, as is the case with many legumes, alfalfa and other medics form
symbiotic relationships with nitrogen-fixing Rhizobia in root nodules, fixing atmospheric
nitrogen (N2) and reducing fertilizer requirements for alfalfa and crops following it in the
rotation (Blesh and Drinkwater, 2013; Small, 2011). Alfalfa’s associations with these
bacteria can fix up to 560 kg/ha/year of nitrogen, replenishing soil for years to come and
may help reduce cost and improve energy efficiencies of farms (COPA-COGECA, 2007;
Small, 2011). The use of leguminous crops to help replenish soil nitrogen is also a more
sustainable method than fertilizer-based strategies alone and is more capable of balancing
nitrogen inputs and outputs to reduce fertilizer runoff and nitrogen leaching (Blesh and
Drinkwater, 2013).
Medics, including alfalfa, are also of interest for use as cover crops, an important area of
research for sustainable agriculture (Gabriel et al., 2012; Small, 2011; Verhallen et al.,
1

2001). Cover crops limit soil erosion and water runoff, physically interfering with surface
runoff and allowing increased water infiltration while adding to the soil organic matter
without negatively impacting soil salinity (COPA-COGECA, 2007; Gabriel et al., 2012;
Lu et al., 2000; Strock et al., 2004). Cover crops including alfalfa may be utilized as
green manure, further increasing soil fertility when ploughed into the soil (Small, 2011),
and, in the case of alfalfa and other legumes, after the crop has replenished the soil
through its symbiotic relationship with nitrogen-fixing bacteria (Entz et al., 1995).
Alfalfa is a perennial crop and, weather permitting, can grow year round, increasing the
potential yield compared to other crops. Additionally, due to alfalfa’s relatively strong
competition with weed growth and production of allelopathic compounds, its use as a
smother crop can inhibit the growth of undesirable weeds and reduce herbicide usage
(Small, 2011). Medics may in some cases reduce the yield of crop plants for which it is
employed to shield from the effects of weeds (Sheaffer et al., 1991). It may not be
advisable to grow alfalfa on the same land for extended periods of time without removing
the old stand and reseeding on the same land due to alfalfa’s production of autotoxic and
allelopathic secondary metabolites (Bagg, 2001; Chon et al., 2002). However, alfalfa’s
use as a cover crop with corn did not reduce corn yield compared to unweeded corn plots
and the total yield of plots with alfalfa used as a cover crop was not greatly reduced
compared to fields with just corn that were carefully weeded (Ghosheh et al., 2005).
Alfalfa as a cover crop provides a usable crop and also increases the water utilization of
the land, probably due to its deep roots (Ghosheh et al., 2005). Alfalfa is recommended
for use as a cover crop with corn and cereals by the Ontario government (Verhallen et al.,
2001). Due to its relatively high yield and hardy nature, alfalfa is a viable biofuel crop,
increasing its potential value as new sustainable energy production protocols and
alternative fuels become more economically viable (Sanderson and Adler, 2008).
In addition to its importance worldwide, alfalfa is an agricultural mainstay in Canada, as
forage crops had been the most widely grown crop type in Canada for many years before
they were recently supplanted by oilseed crops (Statistics Canada, 2011). Alfalfa,
colloquially referred to as the king of fodders and queen of the forages (Small, 2011), was
grown on over 3.75 Mha on over 60,000 farms in Canada in 2016 (Statistics Canada,
2

2018), and can yield up to 49 tonnes/ha of dry alfalfa with irrigation or 20 tonnes/ha
without irrigation (Small, 2011). Although alfalfa’s yield per ha is lower than those of
grasses such as switchgrass (Panicum vigatum) and miscanthus (Miscanthus spp.) (Aung,
2014), it is the best feed for large livestock, including ruminants and horses (Bauchan and
Greene, 2000), due to its nutrient composition and overall well balanced (~20%) protein
content (Small, 2011).
Alfalfa is a hardy crop, relatively resistant to drought and heat damage in comparison to
many other crops, most likely born out of its heritage from the dry Mediterranean climate
(Small, 2011). Heat waves and drought are correlated phenomena and are expected to rise
in the near future (Kirtman et al., 2013). Similarly, alfalfa’s resistance to drought, heat
and cold are thought to be correlated, as physiological characteristics of cultivars with
resistance to drought and heat conditions tend to be similar to known cold-tolerant
cultivars. These physiological characteristics include smaller leaves, reduced internode
length, increased pubescence, and increased biomass allocation to roots (Small, 2011).
Cold and winter tolerance (overwintering) is a trait alfalfa has been selectively bred for in
order to allow for longer growing seasons and higher yield (Small, 2011), with variable
success in part due to variation in winter climates across the areas in which alfalfa is
grown (Volenec et al., 2002). Alfalfa breeding has also focused on disease resistance due
to its susceptibility to microbial organisms. Once again, breeding has been successful in
producing cultivars that have some tolerance, but only locally as susceptibility was
observed when cultivars were transferred to other locations (Volenec et al., 2002).
Traditional selective breeding is generally time consuming and labor intensive, and
especially so in alfalfa where it is made even more difficult by the plant’s obligate
outcrossing nature (Lesins and Lesins, 1979) and its tetraploid genome (McCoy and
Bingham, 1991), both of which contribute to increasing genetic diversity and difficulty of
selective breeding. While traditional selective breeding is difficult in alfalfa, its relative
ease of transformation and propagation mean it may be more suitable for genetic
improvement using biotechnological approaches rather than classical breeding (Small,
2011). Additionally, the identification of selectable markers associated with abiotic stress
tolerance may aid in breeding more resilient and desirable alfalfa cultivars.
3

1.2

Plant heat stress

Heat stress negatively impacts crop growth and development, ultimately reducing
production (Hall, 2001). The negative effects of extreme heat on crop production result in
serious economic and humanitarian consequences both globally (Mendelsohn et al., 2000;
Nelson et al., 2014; Piao et al., 2010; Rosenzweig et al., 2014; Schlenker and Lobell,
2010) and locally (AAFC, 2015). Global mean temperatures are rising, and extreme
temperature events are expected to increase in incidence and severity, particularly in most
of Latin America, Southern and Central parts of Europe, and Canada, which may
experience severe effects as a result of climate change (Lotze-Campen and Schellnhuber,
2009).

Increased

temperature

will

result

in

increased

potential

and

actual

evapotranspiration, further limiting water accessibility (Rind et al., 1990).
Even the most conservative estimates predict an increase in Canada’s mean annual
temperatures coast to coast (NRC, 2008). Changes in mean temperatures depend on many
factors and are not uniform across Canada; however, even conservative estimates predict
increases between 3 and 8°C across Canada by the 2080s compared to mean temperatures
from the last half of the 20th century (Bush et al., 2014). Climate change is generally
expected to have more dramatic effects at higher latitudes (Trenbeth et al., 2007).
Canada, therefore, can expect dramatic increases in temperature, especially in northern
and Arctic Canada. Projections suggest northern Canada will have the largest increases in
winter temperatures while southern Canadian summers will have the greatest increase
(Bush et al., 2014).
These expected increases will have some positive and negative consequences on
Canadian agriculture, including longer growing seasons and increased arable land, but
also increased crop loss due to extreme weather events and increased biotic stresses and
invasive species (Campbell et al., 2014). While it is possible the current predictions for
climate change in the near future will increase the potential opportunities for agricultural
production by decreasing the length of the frost season (AAFC, 2015), with these
possible beneficial changes comes increased incidence of heat waves (Deryng et al.,
2014; Donat et al., 2013; Horton et al., 2015; Kirtman et al., 2013; Teixeira et al., 2013),
4

negatively affecting crop yield (Lesk et al., 2016; Lobell and Gourdji, 2012; Lobell et al.,
2013; Lobell et al., 2012; Moriondo et al., 2010; Moriondo et al., 2011) and endangering
livestock and livestock productivity (Nardone et al., 2010). Additionally, with the
expected increase in mean temperatures comes increased variability in climate. Increasing
climate variability will make it difficult to accurately choose crops better suited to
expected weather patterns (Campbell et al., 2014). Developing hardier crops to withstand
the expected increase in mean temperatures and variability in conditions will better serve
Canadian farmers. The losses due to extreme heat are expected to be compounded by the
increased occurrence of the total number of extreme weather events and their coincidence
in the near future (Lesk et al., 2016).
Heat waves and drought in Europe in 2003 provides a recent example of the global
effects of extreme temperatures on agricultural yield, during which European temperature
records were broken (WMO, 2004). This extreme weather event affected nearly the entire
continent, with different countries affected by drought, extreme heat, or a combination of
the two. This allows for a unique opportunity to isolate and investigate the effects on crop
production in countries unaffected by drought and look at the particular effects of heat
waves. Italy and parts of France had increases in mean temperatures around 2ºC but were
unaffected by drought conditions and each suffered significant decreases in crop net
primary product (NPP) compared to the previous five years (Ciais et al., 2005).
Reduction in gross primary product (GPP) was also negatively correlated with increased
temperatures (Ciais et al., 2005). Locally, Canada was also affected by a heat wave and
drought in 2002 resulting in a reduction of approximately $2 billion CAD in agricultural
production (AAFC, 2013). The impact of climate change (including heat waves) on an
already precarious food security situation and increasing population (Porter et al., 2014;
Schmidhuber and Tubiello, 2007) could lead to a humanitarian disaster. Reduced crop
production due to extreme weather events would further exacerbate what is already an
existing crisis (FAO; WFP; EU, 2018). The impact of heat stress on crop production
would also extend to fodder stores, limiting livestock and dairy production, resulting in
scarcity of meat and dairy food products (AAFC, 2015; Nardone et al., 2010).

5

Heat stress increases evapotranspiration and leads to a decrease in water availability
(Rind et al., 1990), and also adversely affects a suite of developmental and physiological
processes in plants (Hasanuzzaman et al., 2013). Elevated temperatures affect cellular
function through protein misfolding and denaturation (Bernstam, 1978; Wu and Wallner,
1985) and increased membrane fluidity, requiring changes to the saturation of
phospholipids in cellular and organellar membranes (Zheng et al., 2011). These adverse
effects result not only in losses in crop production (Chen et al., 1982), but also reduced
nutritional quality of the crop (Undersander et al., 1993). To reduce solar warming under
high heat, plants, including alfalfa (Reed and Travis, 1987), undertake paraheliotropic
leaf movements to reduce the surface area of the leaf that is exposed to the sun (Gamon
and Pearcy, 1989). Additionally, plants increase transpiration under heat stress to control
leaf temperature by evaporative cooling, which can significantly reduce leaf temperatures
up to 9°C (Urban et al., 2017). Complicating this, drought and heat stress often coincide,
resulting in reduced stomatal conductance to conserve water, restricting the plant’s ability
to use transpiration and evaporative cooling as stress avoidance mechanisms (Zandalinas
et al., 2018).
Extreme temperatures also lead to oxidative damage through an increase in the
production of reactive oxygen species (ROS), which can result in cellular damage at high
concentrations. ROS production leads to damage to nucleic acids (Jena, 2012; Kong and
Lin, 2010), proteins (Costa et al., 2007), and cell membranes (Stark, 2005). Cell
membranes and membrane-bound organelles may be damaged directly through lipid
peroxidation or by oxidative damage to membrane-bound proteins, both resulting in a
loss of cellular function (Stark, 2005). Products of lipid peroxidation are also highly
reactive and may further damage nucleic acids or proteins (Møller and Wallin, 1998).
Oxidative damage at the cellular level manifests itself physiologically, disrupting plant
growth and development (Cheikh and Jones, 1994). ROS damage adversely affects
chloroplast function and morphology (Xing et al., 2013) and leads to a decrease in
chlorophyll content and photosynthetic capacity, resulting in chlorosis (Briantais et al.,
1996; Larkindale and Knight, 2002; Liu and Huang, 2000). ROS are utilized by plant
cells as signalling molecules to respond to stress; ROS induce changes to deal with stress
6

conditions at lower levels while high ROS concentrations induce developmental delays,
apoptosis or may damage cells enough to cause necrosis (Petrov et al., 2015).
In response to heat stress, plants regulate genes associated with photosynthesis, carbon
fixation, nutrient metabolism, osmolyte biosynthesis, antioxidant production and increase
the expression of genes encoding heat shock proteins (HSPs) (Hu et al., 2014; Sailaja et
al., 2014). HSPs are broadly categorized based on size and, while originally discovered in
relation to heat stress (Ritossa, 1962), are responsive to various stresses (Park and Seo,
2015). The five HSP classes based on molecular weight are HSP100, HSP 90, HSP70,
HSP40 and small HSPs (sHSPs). HSPs generally function as chaperones in preventing
misfolding and denaturation, staving off cellular apoptosis due to stress-related damage
(Al-Whaibi, 2011). HSPs may function individually or by forming complexes with other
HSPs of the same or different class, or with other types of chaperones (Al-Whaibi, 2011;
Park and Seo, 2015). sHSPs form oligomers and bind to misfolded proteins, preventing
further misfolding and protein aggregation (Sun and MacRae, 2005), and assist in the
removal of denatured proteins by making the protein complexes insoluble (Jiao et al.,
2005). Of all HSPS, sHSPs are the most abundant in plants (Wang et al., 2004).
Heat shock transcription factors (HSFs) are generally responsible for inducing HSP
expression and the expression of other heat stress-associated genes in plants (Nover et al.,
2001). HSF gene expression is broadly associated with heat stress tolerance; increased
HSF expression increases thermotolerance and vice versa (Mishra et al., 2002; Schramm
et al., 2008). Osmolytes accumulate in response to heat stress to help regulate water
relations and maintain cellular turgor (Wahid et al., 2007) and are associated with HSFmediated heat stress response (Sailaja et al., 2014). The upregulation of proline
biosynthesis genes, such as PYRROLINE-5-CARBOXYLATE REDUCTASE (P5CR), are
associated with thermotolerance (De Ronde et al., 2004). In addition to regulating cellular
turgor, osmolytes including proline help maintain mitochondrial function (Hamilton and
Heckathorn, 2001) and scavenge ROS (Trovato et al., 2008).
Oxidative damage is induced under heat stress conditions (Allakhverdiev et al., 2008;
Mathur et al., 2011), and plants employ both enzymatic and non-enzymatic antioxidants
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to scavenge ROS and reduce oxidative damage. Enzymatic antioxidants include
superoxide dismutase (SOD), catalase (CAT), glutathione peroxidase (GPX), ascorbate
peroxidase (APX) and glutathione reductase (GR) (Ahmad et al., 2010). Non-enzymatic
antioxidants include tocopherols, ascorbic acid, glutathione, carotenoids and phenolics
(Ahmad et al., 2010). Carotenoids are pigments important to chloroplast function and
accumulate in the chloroplast. In addition to their antioxidant properties, they assist in
light harvesting for use in photosynthesis (Young, 1991) and are hormone precursors (AlBabili and Bouwmeester, 2015; Nambara and Marion-Poll, 2005). The most important
function of carotenoids is as antioxidants that scavenge the ROS produced naturally
through photosynthesis, such as singlet oxygen and hydroxyl radicals (Young, 1991).
Carotenoids are found bound to chloroplast membranes and may protect membranes from
lipid peroxidation by scavenging ROS produced in situ (Frank and Cogdell, 1993).
Among the diverse non-enzymatic phenolic antioxidants, anthocyanins are a particularly
strong antioxidant pigment (Agati et al., 2012; Ferreres et al., 2011; Nakabayashi et al.,
2014) and are products of the phenylpropanoid pathway (Shi and Xie, 2014).
Anthocyanins are synthesized at the endoplasmic reticulum (ER) and are stored in the
vacuoles (Zhao and Dixon, 2010). Anthocyanins protect chloroplasts from excess light by
absorbing some of the energy, alleviating the negative effects of extreme excitation on
photosystem II (PSII) (Agati et al., 2013; Close and Beadle, 2003). By throttling the
energy inputs to PSII, anthocyanins and other flavonoids can help reduce the excess
production of ROS (Landi et al., 2015). Of all phenolic antioxidants, anthocyanins show
the highest ROS scavenging capacity (Bi et al., 2014). Although anthocyanins are stored
remote from regular ROS production, in vacuoles rather than in plastids, hydrogen
peroxide (H2O2) easily diffuses across membranes, especially under highly stressful
conditions (Yamasaki et al., 1997). To this end, it is believed anthocyanins can help
regulate ROS signalling in plants in addition to ROS scavenging (Mittler et al., 2004).
Photosynthesis is reduced at the thylakoid and stroma when plants are exposed to high
temperatures (Wise et al., 2004), interrupting the function of PSII and the electron
transport chain (ETC) (Mathur et al., 2011; Wise et al., 2004). Heat increased the
expression of CHLOROPHYLL

A/B-BINDING PROTEIN
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(LHCB) and many

photosynthesis-associated genes in Populus simonii, including CYTOCHROMEB559
(PSBF), PHOTOSYSTEM II REACTION CENTER PROTEIN K (PSBK), ATP
SYNTHASE GAMMA CHAIN1 (ATPC1) and PSII D2 PROTEIN (PSBD) while
decreasing the expression of PSII OXYGEN EVOLVING COMPLEX23 (OEC23), PSBPLIKE PROTEIN1 (PPL1) and OXYGEN EVOLVING ENHANCER3 (PSBQ) (Song et al.,
2014). Additionally, heat stress induced transcription of genes associated with the
thylakoid, photosystem I (PSI), PSII and chlorophyll binding in Brachypodium
distachyon (Chen and Li, 2016). Furthermore, heat destabilizes Rubisco, impairing
carbon fixation (Feller et al., 1998). As a response to this, genes encoding enzymes
associated with carbon fixation and storage such as SUCROSE PHOSPHATE SYNTHASE
(SPS) (Chaitanya et al., 2001), ADP GLUCOSE PYROPHOSPHORYLASE (AGP)
(Linebarger et al., 2005) and various others are negatively regulated by heat (Sailaja et
al., 2014). Moreover, a number of non-coding RNAs (ncRNAs) have also been shown to
be differentially regulated by heat stress, including many miRNA family members
(Sailaja et al., 2014).

1.3

Plant miRNAs

First discovered in Caenorhabditis elegans (Lee et al., 1993; Wightman et al., 1993),
microRNAs (miRNAs) are small ncRNA molecules that regulate gene expression posttranscriptionally, also known as post-transcriptional gene silencing (PTGS) (Vaucheret et
al., 2001), and may also regulate the function of other ncRNAs such as small interfering
RNAs (siRNAs) (Manavella et al., 2012) and long non-coding RNAs (lncRNAs) (Hirsch
et al., 2006; Zhang et al., 2018). Plant small ncRNAs can generally be grouped into two
categories: siRNAs, which are further divided into minor categories, and miRNAs. While
siRNAs are derived from dsRNA molecules, miRNAs are derived from hairpin ssRNAs
and are usually independent transcription units encoded by miRNA genes (MIR) (Allen et
al., 2004), but may be transcribed in tandem (Boualem et al., 2008) or intronically
(Rajagopalan et al., 2006). miRNA targets are recognized at the target’s miRNA response
element (MRE), which is highly complementary to the miRNA sequence in plants, and
almost always result in cleavage due to the high degree of complementarity, but may also
regulate genes without cleavage by physically stalling translation (Millar and
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Waterhouse, 2005). miRNAs play a key role in the regulation of transcription factors, as
most conserved plant miRNAs target transcription factors (Samad et al., 2017; Sunkar et
al., 2005).
miRNAs are transcribed as MIR genes by RNA polymerase II (Lee et al., 2004) and may
be 5′ capped with 7-methylguanosine (m7G) (Xie et al., 2005) and poly-A tailed (Lu et
al., 2009). These primary miRNAs (pri-miRNAs) contain stem-loop secondary structures
to be processed into precursor miRNAs (pre-miRNAs). After transcription and while still
in the nucleus, dawdle (DDL) stabilizes pri-miRNAs before being processed (Yu et al.,
2008), and helps recruit dicer-like (DCL) ribonuclease (Ren and Yu, 2012). pri-miRNAs
are processed into pre-miRNAs by a complex comprised of a DCL ribonuclease (Park et
al., 2002; Schauer et al., 2002; Vazquez et al., 2008), a hyponastic leaves 1 (HYL1)
dsRNA binding protein (Vazquez et al., 2004), a serrate (SE) zinc-finger (Yang et al.,
2006) and the nuclear cap-binding complex (CBC) (Laubinger et al., 2008). While not
required, HYL1 and SE aid DCL in pri-miRNA cleavage (Dong et al., 2008). Most
miRNAs are 21 nt in length but may range from 19-26 nt and are processed primarily by
dicer-like 1 (DCL1) (Guleria et al., 2011; Park et al., 2002; Schauer et al., 2002);
however, other DCL paralogs may contribute to miRNA processing, which is thought to
be dependent on miRNA product length (Vazquez et al., 2008). Unlike animal miRNAs,
the cap and tail as well as the loop are cleaved by DCLs inside the nucleus (Bologna et
al., 2013). Pri-miRNA processing takes place at dicing bodies, which are located in the
nucleus and are comprised of other DCL interacting proteins (Fang and Spector, 2007;
Liu et al., 2012).
After cleavage from pri-miRNA to pre-miRNA, which still contain the loop structure,
and pre-miRNA to miRNA/miRNA* duplex, miRNA have 3′ overhangs that are
methylated by HUA enhancer 1 (HEN1) to prevent degradation (Yu et al., 2005).
Methylated miRNA/miRNA* duplexes are then exported to the cytoplasm by hasty
(HST) (Park et al., 2005). Non-methylated pre-miRNAs are targeted for degradation by
HEN1 suppressor 1 (HESO1) uridylation and degraded by exoribonuleases encoded by
SMALL RNA DEGRADING NUCLEASE (SDN) genes (Zhao et al., 2012). After export,
the miRNA/miRNA* duplex comprised of a methylated miRNA strand and an miRNA*
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antisense strand, dissociates and the miRNA strand binds to argonaute (AGO) proteins to
form the RNA-induced silencing complex (RISC) (Maunoury and Vaucheret, 2011;
Vaucheret et al., 2004) with the assistance of HSP90 (Iki et al., 2012; Iki et al., 2010).
The miRNA is then used to target mRNAs and other single stranded RNA molecules for
cleavage by RISC (Brodersen et al., 2008; Manavella et al., 2012; Zhang et al., 2018).
In addition to having their expression controlled by miRNAs, lncRNAs may also control
the function of miRNAs by having a high degree of complementarity and sequestering
the miRNA-RISC complex, preventing it from downregulating other targets (Wu et al.,
2013). miRNAs require perfect complementarity from the 9th to 11th nucleotides and
some lncRNAs have evolved to have mismatches in these specific sites (Dai and Zhao,
2011; Wu et al., 2013). In this case, lncRNAs bind to the RISC complex but are not
cleaved; lncRNAs with this function are known as endogenous target mimics (eTMs)
(Dai and Zhao, 2011; Wu et al., 2013; Ye et al., 2014). lncRNAs may also encode primiRNAs themselves (Hirsch et al., 2006; Zhang et al., 2018).
Since their discovery, miRNAs have been closely associated with organismal
development (Lee et al., 1993; Wienholds and Plasterk, 2005; Wightman et al., 1993).
Many plant miRNAs are similarly associated with developmental processes (Li and
Zhang, 2016). More recently, many miRNAs associated with stress responses have been
investigated. Research has revealed a range of miRNAs that are differentially expressed
in response to abiotic and biotic stresses (Sunkar et al., 2012). Some miRNAs appear to
be more generally stress-responsive and may be associated with general consequences of
stresses, whereas others are more specific and appear only under specific stress-related
conditions (Sunkar et al., 2012). For example, decreased miR398 expression was
associated with heat stress response in Arabidopsis (Guan et al., 2013), cotton
(Gossypium hirsutum) (Wang et al., 2016), and wheat (Triticum aesitivum) (Kumar et al.,
2015). miR398 targets the transcript of Cu/Zn SOD (CSD) antioxidant enzymes CSD1
and CSD2; the downregulation of miR398 functions indirectly to decrease the cellular
damage to plants caused by heat stress conditions via the antioxidant activity of CSDs
(Guan et al., 2013). miRNAs regulated under heat stress affect plant development through
hormone biosynthesis-associated transcription factors (Kruszka et al., 2014; Meng et al.,
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2010; Wang et al., 2012) and other development-associated transcription factors (Barku
et al., 2014; Giacomelli et al., 2012; Kruszka et al., 2014; Kumar et al., 2015).
Additionally, some miRNAs, including miR529, miR396, miR160 and miR164, directly
or indirectly regulate HSPs (Guan et al., 2013; Kumar et al., 2015). miR168 regulates the
expression of AGO1, which encodes a RISC complex component, and was
downregulated in response to heat stress in Populus trichocarpa (Lu et al., 2005),
suggesting a more global change in the post-transcriptional regulation by siRNAs and
miRNAs in response to heat. Among others, miR156 was upregulated in response to heat
in wheat, while miR172 was downregulated (Xin et al., 2010) and two miR156 precursors
were upregulated in Brassica rapa (Yu, X. et al., 2012). In Arabidopsis, miR156 was
upregulated in response to heat and was necessary for heat stress memory (Stief et al.,
2014). Furthermore, the downregulation of conserved miR156 targets was required for
HS memory and resulted in the differential regulation of sHSPs among other genes (Stief
et al., 2014).

1.4

miR156 and SPL genes

miR156 is a highly conserved miRNA, found in all embryophytes (Luo et al., 2013) and
its targets, the SQUAMOSA PROMOTER BINDING PROTEIN-LIKE (SPL) genes, are
conserved in all Viridiplantae (Preston and Hileman, 2013). Generally, miR156
downregulates SPL genes post-transcriptionally via transcript cleavage or translational
repression (He et al., 2018) (Figure 1), but has also shown direct regulation of genes
outside the highly conserved SPL gene family (Aung et al., 2015c), including a basic
leucine zipper (bZIP) transcription factor in corn (Chuck et al., 2007). miR156 expression
is important for juvenile plant development and slows phase transition (Schwarz et al.,
2008) while its target SPL genes are associated with phase transition and adult
development such as flowering and fruiting (Wu and Poethig, 2006).
SPL transcription factors contain the conserved Squamosa promoter binding protein
(SBP)-domain, made up of two zinc-finger like motifs (Yamasaki et al., 2004) and
regulate genes with the corresponding SBP-binding consensus sequence NNGTACR
characterized by the GTAC core (Cardon et al., 1999). Beyond the SBP-domain, SPL
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transcription factors can vary greatly in size and function (Cardon et al., 1999). The
miR156/SPL network contributes to diverse aspects of plant development (Aung et al.,
2015c; Nonogaki, 2010). miR156 and SPLs regulate leaf development and shape (Aung et
al., 2015a; Aung et al., 2015b; Bhogale et al., 2014; Martin et al., 2010a, b; Shikata et al.,
2009; Zhang et al., 2011); shoot maturation and branching (Aung et al., 2015b; Fu et al.,
2012; Gao et al., 2018; Schwarz et al., 2008; Shikata et al., 2009; Wang, 2014; Wei et al.,
2012); phase transition, flowering and fruiting (Aung et al., 2015a; Aung et al., 2015b;
Bhogale et al., 2014; Cui et al., 2014; Fu et al., 2012; Gao et al., 2018; Wang, 2014;
Wang et al., 2011; Wu and Poethig, 2006; Xie et al., 2006; Yu, S. et al., 2012; Zhang et
al., 2011); trichome development (Aung et al., 2015b; Shikata et al., 2009); and root
development and architecture (Aung et al., 2015b; Wang, 2014; Xie et al., 2012; Yan et
al., 2013; Yu et al., 2015).
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Figure 1. Mode of action of the miR156/SPL gene regulatory network
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miR156 and miR172 are inversely regulated during plant development (Wu et al., 2009),
with SPL9 and SPL10 upregulating miR172 as their expression increases during plant
development

(Wu et al., 2009). While miR156 supresses phase transition, miR172

promotes it (Jung et al., 2007; Lauter et al., 2005; Martin et al., 2010a). Wu et al. (2009)
also suggest phase transition influences on miR156/miR172 are stabilized by negative
feedback loops mediated by SPL genes upregulating miR172 while downregulating
miR156.
miR156 is differentially expressed in plants under various biotic and abiotic stresses and
is associated with various stress responses (Aung et al., 2015c). miR156 is responsive to
drought (Arshad et al., 2017a; Cui et al., 2014; Liu et al., 2017), salinity (Arshad et al.,
2017b; Cui et al., 2014), heat (Kumar et al., 2015; Mangrauthia et al., 2017; Stief et al.,
2014; Xin et al., 2010; Yu, X. et al., 2012), metal toxicity (Lima et al., 2011; Zhang et al.,
2017), oxidative stress (Jia et al., 2017) and bacterial infection (Padmanabhan et al.,
2013).
miR156 expression increased under heat stress in Arabidopsis (Stief et al., 2014).
Anthocyanin content was downregulated by SPL9 in Arabidopsis and increased with
increased miR156 expression (Gou et al., 2011). The increase in anthocyanin content in
Arabidopsis also contributed to abiotic stress tolerance (Cui et al., 2014), a finding that
was also reported for Oryza sativa (rice) (Cui et al., 2014). Recent research shows
enhanced miR156 expression (miR156OE) and reduced SPL13 expression (SPL13i) led to
increased DIHYDROFLAVONOL 4-REDUCTASE (DFR) (unpublished data, Hannoufa
lab), a gene encoding an enzyme in the phenylpropanoid pathway that produces
anthocyanin precursors (Davies et al., 2003). Additionally, Gao et al. (2018) found SPL13
overexpression altered the expression of R2R3 MYELOBLASTOSIS (MYB) genes MYB53
and MYB112. Many R2R3 MYB transcription factors are associated with the
phenylpropanoid pathway (Borevitz et al., 2000; Gou et al., 2011; Kranz et al., 1998).
miR156 overexpression in Brassica napus also increased seed carotenoid content (Wei et
al., 2010). The increase in carotenoid content in miR156 overexpression plants may be
due to decreased expression of CAROTENOID CLEAVAGE DIOXYGENASEs (CCDs)
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and decreased carotenoid catabolism as a result, as CCD8 was downregulated in SPL13silenced alfalfa plants (Gao et al., 2018).
In alfalfa, seven SPL genes have been identified as targets of silencing by miR156 via
transcript cleavage (Gao et al., 2016). miR156OE alfalfa showed increased forage yield
and improved quality characteristics (Aung et al., 2015b) as well as increased tolerance to
drought and salinity (Arshad et al., 2017a; Arshad et al., 2017b). As drought and water
stress tolerance mechanisms and phenotypes are correlated with temperature stress
tolerance in medics (Small, 2011), it was hypothesized that miR156OE alfalfa may also
have improved heat tolerance.

1.5

Proposed Research

miR156 was induced under high temperature in model plants (Stief et al., 2014) and crops
(Kumar et al., 2015; Mangrauthia et al., 2017; Xin et al., 2010; Yu, X. et al., 2012). As
miR156 and its SPL targets are highly conserved and miR156OE alfalfa have shown
increased drought tolerance (Arshad et al., 2017a), a stress tolerance that is correlated
with temperature stress in Medicago spp. (Small, 2011), I proposed that miR156
expression is enhanced under heat stress in alfalfa while at least some SPL genes would
show decreased expression. To investigate this hypothesis, wild type (WT) alfalfa plants
were exposed to heat stress (40ºC) and the expression of miR156 and target SPL genes
was determined by qRT-PCR and compared to those of plants grown under greenhouse
conditions. Additionally, I predicted that miR156OE alfalfa and alfalfa with silenced
expression of one target SPL would have increased heat stress tolerance. The alfalfa
genotypes were exposed to heat stress and were phenotypically monitored and compared
to empty vector (EV) controls to determine differences in heat stress tolerance. Plants
were monitored and samples taken after varying length of heat stress to determine
physiological, biochemical and molecular differences between miR156OE alfalfa and
empty vector (EV) controls. Biochemical analyses included the concentrations in leaf
tissue of various classes of antioxidants associated with plant stress response.
Physiological variables included relative water content, midday leaf water potential, and
proline concentrations. The transcript levels of various stress-related genes and genes
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previously associated with miR156 were also measured in order to determine differences
in gene expression under heat stress in miR156OE.

1.6

Hypotheses and Objectives

I hypothesized that because miR156 regulates SPL gene expression in alfalfa and miR156
is upregulated in response to heat in Arabidopsis and other crops, miR156 would be
upregulated and its targets would be downregulated in response to heat stress in alfalfa.
Additionally, as increased miR156 expression and the corresponding downregulation of
target SPL genes improved heat stress tolerance in Arabidopsis and drought tolerance in
alfalfa, miR156OE would improve heat stress tolerance in alfalfa through the
downregulation of some of its target SPL genes.
The objectives of this study are:
•

Evaluate the transcription of miR156 and its target SPL genes

under heat stress conditions in alfalfa
•

Determine the effects of miR156OE and target SPL RNAi

knockdown on heat stress tolerance in alfalfa
•

Identify physiological, biochemical or molecular characteristics

that might contribute to heat tolerance in miR156OE and SPL RNAi alfalfa
•

Conduct phenotypical characterization of SPL9 RNAi (SPL9i)

plants
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Chapter 2

2

Materials and Methods

2.1

Plant materials

2.1.1

Alfalfa genotypes

Alfalfa clone N4.4.2 (Badhan et al., 2014) was used to produce transgenic genotypes and
served as wildtype alfalfa for the investigation of miR156 and SPL genes under heat
stress. miR156OE (Aung et al., 2015b) and SPL13i plants (Arshad et al., 2017a) that were
previously developed in the Hannoufa lab, as well as newly developed SPL9i plants, were
utilized to investigate the role of miR156 and its target SPL genes in heat stress response
in alfalfa. miR156OE genotypes A8a (66-fold increase in miR156 transcript abundance),
A8 (200-fold increase in miR156 transcript abundance) and A11 (490-fold increase in
miR156 transcript abundance) were used to investigate the role of miR156 (Aung et al.,
2015b). SPL13i genotypes 02 (22-fold decrease in SPL13 transcript abundance), 05 (5fold decrease in SPL13 transcript abundance) and 06 (3.5-fold decrease in SPL13
transcript abundance) were used to investigate the role of SPL13 (Arshad et al., 2017a).
SPL9i genotypes 5A, 5C, 6C and 11 were used to investigate the role of SPL9.
miR156OE and SPL13RNAi alfalfa were obtained from previous research in the
Hannoufa lab (Arshad et al., 2017a; Aung et al., 2015b) while SPL9i plants were
developed in the Hannoufa lab according to previously described methods (Arshad et al.,
2017a; Aung et al., 2015b; Tian et al., 2002). All transgenic alfalfa plants were generated
via Agrobacterium tumefaciens-mediated gene transfer (Arshad et al., 2017a; Aung et al.,
2015b; Tian et al., 2002). The previously unpublished SPL9i transgene construct can be
found in Appendix A.

2.1.2

Plant transformation

miR156OE and SPL13i plants were previously generated in the Hannoufa lab (Arshad et
al., 2017a; Aung et al., 2015b). SPL9i plants were generated in a similar manner by
Banyar Aung (Hannoufa’s lab) and Mimmie Lu (Tian’s lab). A 300 bp fragment of the
SPL9 gene was amplified from alfalfa cDNA samples. Primers used for amplification can
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be found in Appendix B. The amplified fragments were then cloned into
pHELLSGATE12 destination vector (Helliwell and Waterhouse, 2003) using Gateway
cloning. The SPL9i construct was then transferred to A. tumefaciens (GV3101) by
electroporation and confirmed by colony PCR.
N4.4.2 alfalfa plants were then transformed by Mimmie Lu (Tian’s lab) according to Tian
et al. (2002) with slight modifications (Aung, 2014). Trifolia and petiole were excised
and pre-cultured in SH2K (Schenk and Hildebrandt, 1972) medium before infection with
A. tumefaciens in liquid media. Transformed explants were then grown on timentinsupplemented SH2K for callus induction for a further two days before being transferred
to kanamycin-supplemented callus induction media. Six weeks after infection, calli were
transferred to embryo induction BOi2Y media (Bingham et al., 1975; Tian et al., 2002)
with timentin and kanamycin for 6-8 weeks. Embryos were then transferred to
germination and development media and allowed to develop. Developed plants were then
planted in PRO-MIX BX medium (Premier Horticulture Inc., Quakertown, PA) and
covered in plastic domed enclosures for a week before finally being transferred to larger
pots and grown under greenhouse conditions.

2.2

Plant growth conditions

Alfalfa genotypes were reared and maintained in light intensity-controlled greenhouse
conditions (Table 1) at approximately 21°C with a relative humidity of approximately
80% under a 16/8 hr light/dark photoperiod. To maintain alfalfa genotypes, alfalfa plants
were vegetatively propagated using stem cuttings. CleanStart® Oasis© 3.8 cm root
cubes (Smithers-Oasis North America, Kent, OH) were used for alfalfa propagation by
stem cutting inside domed enclosures. Stem cuttings were made from lengths of stock
plant stems with two nodes at developmentally similar stages and were watered
approximately once a week depending on water loss from the enclosure. After rooting (34 weeks), stem cuttings were potted in PRO-MIX BX medium (Premier Horticulture Inc.)
in 14 × 14 cm pots for all experiments except when alfalfa were grown to the flowering
stage, where alfalfa plants were potted in 28 cm tall pots with a diameter of 23 cm.
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Table 1. Light intensity comparison of greenhouse and growth chamber conditions
Conditions

Daytime light
intensity
(µmol/m2/s)
(mean ± S.D.)
Greenhouse
245.9±37.13
Growth
212.9±50.73
Chamber

2.3

Maximum
(µmol/m2/s)

Minimum
(µmol/m2/s)

291.2
301.4

162.4
140.6

N

t-test

10
10

t = 1.573
p = 0.133

Heat treatment

Plants reared in the greenhouse were transferred to Percival I66VL (Percival, Perry, IA)
growth chambers for heat stress treatment at 40°C while maintaining the same
photoperiod as the greenhouse with similar light intensity (Table 1) (Li et al., 2013).
Before treatment, soil water content was established at 40% using a Fieldscout soil sensor
reader (Spectrum Technologies Inc., Aurora, IL) in control and heat-treated pots. While
the growth chamber was not humidity-controlled, growth chamber humidity was
monitored using a hygrometer and maintained between 60-80%. Treatments with more
plants (e.g. survival analysis) had higher humidity than those with fewer plants (e.g.
expression analysis). Experimental control plants remained under greenhouse conditions
and were subjected to the same watering regimen as heat-treated plants. Pots were rotated
randomly to different spots within the growth chamber at 12 hr intervals during
treatments to reduce the effects of microclimates. Control plants were similarly rotated on
greenhouse benches.

2.4

Sample collection

Penultimate apical trifolia (~90 mg FW) excised from the primary plant stem were taken
as leaf samples for RNA extraction and flash frozen in liquid nitrogen in 2.8 mm ceramic
bead tubes (Mo Bio Laboratories, Carlsbad, CA) and used for tissue lysis and stored at 80°C. Samples for RNA extractions were taken after 0.5-24 hr of heat stress. Leaf
samples for metabolite extractions were flash frozen in liquid nitrogen along with shoot
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tissue after the course of the survival analysis experiment. Leaves were separated from
shoots while frozen then ground using a mortar and pestle. Aliquots of 50-100 mg of
ground leaf tissue were weighed in Eppendorf tubes and stored at -80°C for use in
various extractions.

2.5
2.5.1

RNA extractions
Filter-based total RNA isolation

Total RNA was isolated using the RNeasy Plant Mini Kit (Qiagen, Hilden, Germany)
according to the protocol provided by the manufacturer using lysis buffer RLC for tissue
lysis due to the relatively high concentrations of polyphenols in alfalfa that solidify when
using lysis buffer RLT.

2.5.2

Organic extraction/filter hybrid total RNA isolation for small
RNAs

Due to the insufficient retention of small RNAs by simple filter-based RNA isolation
methods, a mirVanaTM miRNA Isolation Kit (Thermo Fisher Scientific, Waltham, MA)
was used to isolate total RNA including small RNAs according to the total RNA isolation
protocol (Thermo Fisher Scientific). Plant tissue lysis was conducted with the addition of
0.1 volumes of Plant RNA isolation aid (Thermo Fisher Scientific).

2.5.3

DNase treatment and cDNA synthesis

After isolation, RNA samples were treated with Turbo DNA-freeTM DNase I (Thermo
Fisher Scientific) according to the rigorous DNase treatment protocol, where half of the
DNase was added initially followed by the second half after 30 min. The DNase reaction
was terminated after one hr. After DNase treatment, RNA integrity was examined on a
1% agarose gel. For the analysis of mRNA transcription, cDNA from 1 µg of RNA
template was synthesized using iScriptTM cDNA Synthesis Kit (Bio-Rad Laboratories,
Hercules, CA) according to the provided protocol. For the analysis of microRNA
(miRNA) abundance, cDNA synthesis was carried out with 2 µg of RNA template using
the SuperscriptTM IV (Thermo Fisher Scientific) cDNA synthesis kit utilizing random
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hexamer primers in addition to 2 µL of stem-loop 1 µM reverse transcription (RT)
primers in a 20 µL reaction (Varkonyi-Gasic et al., 2007).

2.6

qRT-PCR

Relative transcript levels were determined by qRT-PCR in 96 well plates on CFX96 Real
Time System/C1000 Touch thermal cyclers (Bio-Rad Laboratories) using SsofastTM
Evagreen® Supermix (Bio-Rad Laboratories). Primer efficiencies were determined using
serial dilutions of pooled cDNA from all samples to generate a standard curve to confirm
acceptable primer efficiencies (90-110%). Sample cDNA was diluted with milli-Q water
to concentrations within acceptable primer efficiencies based on the standard curve. PCR
reactions consisted of 5 µL of SsofastTM EvaGreen® Supermix, 0.5 µM of forward
primer, 0.5 µM of reverse primer, 1 µL of diluted cDNA and brought to a total reaction
volume of 10 µL using milli-Q water. Annealing temperatures for qRT-PCR were
determined using gradient annealing temperatures ranging from 52°C to 64°C. PCR
reactions consisted of a 30 s enzyme activation step at 95°C followed by 45 cycles of a 5
s 95°C denaturation step followed by a 15 s 58°C annealing and extension step. Melt
curves from 65°C-95°C were used to ensure reaction specificity. Appropriate reference
genes for transcription analysis across heat stress and control conditions were
investigated by determining the M-values and standard deviations of potential reference
genes (Guerriero et al., 2014). Based on reference gene stability, ELONGATION
INITIATION FACTOR 4A (EIF4A) and CYCLOPHILIN were used as reference genes for
mRNA transcript abundance analysis under heat stress. U6 small nuclear RNA (U6
snRNA) and CYCLOPHILIN were used as reference genes for miRNA transcription
analysis to include a small RNA reference gene in standardization of small RNA
transcription (Shu et al., 2016). All primers used for gene transcription experiments are
listed in Appendix B. Normalized transcript abundance of genes was calculated in
triplicate using the ΔΔCT method and Bio-Rad CFX Manager (Bio-Rad Laboratories).

2.7

Tissue scoring and survival analysis

Individual plants subjected to heat stress were visually scored on a scale of 1-4 for
chlorosis, wilting and scorching at 12-hr intervals over approximately one week (144-192
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hr). Plants were scored for heat stress symptoms in a manner adapted from commonly
used methods for tracking the progression of plant disease intensity (Bock et al., 2008)
and abiotic stress tolerance (Xu et al., 2008). The symptoms corresponding to each score
were 1=<25% chlorotic, wilted or scorched tissue; 2=25-50% chlorotic, wilted or
scorched tissue; 3=50-75% chlorotic, wilted or scorched tissue; 4=>75% chlorotic, wilted
or scorched tissue (Figure 2). After each scoring session, the plants were photographed
and after the stress treatment was finished the in vivo plant scores were reviewed and
confirmed using the photographs. After heat stress treatment, tissue was collected for
biochemical and phenotypic analysis. Survival analysis was visualized using KaplanMeier curves constructed using Prism 6 software (GraphPad Software, La Jolla, CA) on
plants with chlorotic tissue scores of 3 or greater (Schandry, 2017).

2.8

Trolox equivalent antioxidant capacity (TEAC) assay

Non-enzymatic antioxidants were extracted from 100 mg of ground leaf tissue twice
using 1 mL of 1:1 MeOH:H2O, first by vortexing for 10 min at 500 rpm followed by reextraction by shaking at 200 rpm overnight at 4°C under dark condition (Li et al., 2010).
Pooled supernatants were filtered through 0.45 µm syringe filters and evaporated by
vacuum. TEAC was determined using the Sigma-Aldrich antioxidant assay kit (SigmaAldrich, St. Louis, MO) according the manufacturer’s protocol after reconstituting
extracts in 1× Assay buffer and were aliquoted onto transparent 96 well plates. Samples
were measured spectrophotometrically using a Multiskan Go plate reader (Thermo Fisher
Scientific). TEAC was determined on a per g basis compared to a vitamin E analog
Trolox standard curve.

2.9
2.9.1

Carotenoid and chlorophyll quantification using HPLC-DAD
Extraction procedure

Leaf chlorophylls and carotenoids were extracted according to Kormendi et al. (2016)
using the unsaponified extraction method to retain leaf chlorophylls. Chlorophyll and
carotenoids were extracted thrice from 50 mg of ground leaf tissue using 500 µL of 2:1:1
hexane:acetone:ethanol by vortexing at 1000 rpm at room temperature for 2 min.
Supernatants were collected after centrifugation at 2655 g for 2 min at 4°C then pooled
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Figure 2. Representative plants for survival analysis tissue scoring
Representative plants from miR156OE survival analysis showing chlorotic, wilted or
scorched tissue scores within scoring ranges 1, <25%; 2, 25-50%; 3, 50-75%; 4, >75%.
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and evaporated under a stream of nitrogen. Extracts were then reconstituted in 1 mL
5:4:1 acetonitrile:dichloromethane:MeOH with 0.5% BHT (Kormendi et al., 2016).
Extracts were stored at -20°C. The reconstitution buffer was used as a blank for HPLC.

2.9.2

HPLC conditions

Reconstituted chlorophyll/carotenoid extracts were filtered through 0.2 µm syringe filters
into 2 mL HPLC vials. A total of 5 µL extract was injected into an Agilent 1200 Series
HPLC and separated on a Poroshell 120, EC-C18, 4.6 mm × 75 mm, 2.7 µm particle size
column with a Poroshell 120 Fast guard column (Agilent Technologies, Mississauga,
Canada). HPLC gradient conditions were run according to (Kormendi et al., 2016) with
mobile phases consisting of methanol (solvent A), methy tert-butyl ether (solvent B,
MTBE) and water (Solvent C) (Table 2).

2.9.3

Determination of chlorophyll content

Chlorophylls a and b were monitored at 645 and 663 nm using a diode array detector
(DAD). Chlorophyll concentrations (mg/g) were calculated based on ratios of peak areas
of each chlorophyll at 645 and 663 nm (Ni et al., 2009) as per calculations below:
Chlorophyll a mg/g= (12.7 × PA663nm - 2.69 × PA645nm) × V (ml)/1000 × FW (mg)
Chlorophyll b mg/g= (22.9 × PA645nm - 4.86 × PA663nm) × V (ml)/1000 × FW (mg)
Total Chlorophyll mg/g= (8.02 × PA663nm + 20.20 × PA645nm) × V (ml)/1000 × FW (mg)
PA = peak area; V = reconstitution buffer volume; FW= leaf tissue fresh weight

2.9.4

Determination of carotenoid content

Lutein and β-carotene were monitored at 450 nm using DAD. Samples were run
alongside lutein and β-carotene standards, which were used to create standard curves for
the quantification of carotenoids on a per gram basis.
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Table 2. HPLC solvent gradient for leaf chlorophyll and carotenoid content analysis
Time (min)
0
7
7.5
8.5
10.5
11
11.5
12
14

% A (MeOH)
80
100
100
5
5
100
100
80
80

% B (MTBE)
0
0
0
95
95
0
0
0
0

% C (H2O)
20
0
0
0
0
0
0
20
20

2.10 Determination of total phenolic content (TPC), total
flavonoid content (TFC) and total monomeric anthocyanin
(TMA) contents
2.10.1

Extraction procedure

Crude extracts were prepared by treating 100 mg of ground leaf tissue with 1 mL of
acidified methanol (0.2% HCl) (Cheok et al., 2013). Samples were sonicated for 15 min
at 40 KHz followed by vortexing for 1 hr at 1000 rpm at room temperature and
centrifuging for 2 min at 2655 g at 4°C. Supernatants were then filtered through 0.2 µm
syringe filters to produce the crude extracts for TPC, TFC and TMA and were aliquoted
in appropriate amounts as indicated below. Extracts were stored at 4°C in the dark for up
to 12 hr.

2.10.2

Determining total phenolic content (TPC)

The Folin-Ciocalteu method was used to determine TPC content in leaf extracts (Folin
and Ciocalteu, 1927; Singleton et al., 1999). Aliquots of 100 µL of crude extract were
mix-vortexed with 500 µL of Folin-Ciocalteu reagent for 3 min at 1000 rpm followed by
mixing with 400 µL of 7.5% w/v sodium carbonate. The solution was then incubated for
30 min under dark condition before transferring to 1 mL cuvettes. TPC was measured
spectrophotometrically at 765 nm using SmartSpecTM Plus spectrophotometer (Bio-Rab
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Laboratories). Gallic acid was used to construct standard curves for TPC quantification.
A solution substituting 100 µL of acidified methanol for crude extract was used as a
blank.

2.10.3

Determining total flavonoid content (TFC)

The aluminum complexation reaction method was used to determine the TFC of leaf
extracts (Chang et al., 2002). A total of 100 µL of crude extracts was mixed with 300 µL
of methanol, 20 µL of 10% (w/v) aluminum chloride, 20 µL of 1 M potassium acetate
and 540 µL of water. Blank samples were prepared by substituting aluminum chloride
with water. The solution was then incubated in the dark at room temperature and
transferred to 1 mL cuvettes. TFC was measured at 415 nm spectrophotometrically and
compared to a quercetin standard curve (Chang et al., 2002).

2.10.4

Determining total monomeric anthocyanin (TMA) content

TMA was determined using the pH differential method (Cheok et al., 2013). Aliquots of
250 µL of crude extracts were subjected to pH-dependent TMA extraction using pH 1
0.025 M potassium chloride and pH 4 0.4 M sodium acetate at a 1:3 extract:solvent ratio.
Solutions were mixed and transferred to 1 mL cuvettes. Absorbance was measured at
520 nm and 700 nm under both pH conditions and TMA was determined according to the
equation below. Mill-Q water was used as a blank. TMA was then converted to a per g
basis.
TMA (mg/L) = (A × MW × DF × 1000) / (ε × pl)
A (absorbance) = (A510 nm - A700 nm)pH1-(A510 nm - A700 nm)pH4.5; MW (molecular
weight of cyanidin-3-glucoside) =449.2 g/mol; DF (dilution factor) = 4; ε (cyanidin-3glucoside molar absorptivity coefficient L/mol/cm) = 26,900; pl (path length cm) = 1

2.11 Determining proline content
Proline was determined using the colorimetric assay of Bates et al. (1973) as per the
protocol in Abraham et al. (2010). Proline was extracted from 100 mg of ground leaf
tissue using 500 µL of 3% sulfosalicylic acid. Aliquots of 100 µL of extract was mixed
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with 100 µL of 3% sulfosalicylic acid, 200 µL of glacial acetic acid, and 200 µL of acidic
ninhydrin followed by incubation at 96°C for 60 min. Acidic ninhydrin was prepared by
mixing 1.25 g of ninhydrin, 30 mL of acetic glacial acetic acid, and 20 mL of 6 M
phosphoric acid. After reaction termination on ice, samples were extracted with 1 mL of
toluene. The chromophore containing phase was transferred to a transparent 96 well plate
and measured spectrophotometrically at 520 nm. Proline content was determined using a
proline standard curve.

2.12 Measurement of plant water status
2.12.1

Relative water content (RWC)

Leaf tissue was harvested from each plant after 96 hr of heat stress for relative water
content (RWC) calculations. Relative water content was determined by harvesting
approximately 0.5 g of fresh leaves and weighing to determine the exact fresh weight
(FW). After determining fresh weight, the turgid weight (TW) was determined by
soaking leaves in deionized water for 24 hr under dark condition in 20 mL vials and patdrying before weighing. Finally, dry weight (DW) of the leaves was determined by
drying the leaves at 60°C for at least 48 hr. RWC was calculated using the following
equation:
RWC = ((FW – DW) / (TW – DW)) × 100%
FW = fresh weight, DW = dry weight, TW = turgid weight

2.12.2

Midday leaf water potential (LWP)

Midday leaf water potential (LWP) was determined after 96 hr of heat stress using a
SAPS II Portable Plant Water Status Console (Soilmoisture Equipment Corp., Santa
Barbara, CA) pressure chamber to apply pressure to the leaf until liquid emerges from the
end of the petiole (Rapaport et al., 2015; Turner, 1988). Leaves with appropriately long
petioles were excised using a razor blade to avoid crushing the petiole and the restriction
of water flow. One A11 plant was excluded from LWP analysis due to its short petiole
length being incompatible with the pressure chamber.
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2.12.3

Stomatal conductance

Leaf stomatal conductance was measured after 96 hr of heat stress using the Decagon
Devices, Inc. SC-1 Leaf Porometer (METER Environment, Pullman, WA). The stomatal
conductance of antepenultimate leaves of all plants was measured to reduce variability
between plants.

2.13 Phenotypic characterization of alfalfa
Newly developed transgenic alfalfa plants were characterized 30 and 60 days after
potting and maintained under greenhouse conditions. Variables measured included
antepenultimate leaf length, antepenultimate leaf width, stem length, stem diameter,
number of nodes, average internode length, shoot fresh weight, shoot dry weight, primary
branches, secondary branches, root fresh weight and root dry weight. Flowering time was
monitored at 24 hr intervals after cutting plants back after an initial two months of growth
post potting.
Primary branches were considered to be all branches originating from the bottom of the
stem at the soil level while secondary branches were those originating aboveground from
primary branches. Stem length was measured from the longest primary stem and nodes
were counted on the longest primary stem. Average internode length was calculated from
the stem length and number of nodes on the longest primary stem. All lengths/widths
were measured using digital calipers to the nearest 0.01 mm except stem lengths, which
were measured to the nearest mm using a ruler. For measuring dry weight, plant tissues
were dried at 60°C for at least 48 hr.

2.14 Statistical analysis
Two-way analysis of variance (ANOVA) followed by Tukey’s HSD post-hoc test was
used to determine significant differences in transcription levels of genes in heat stresstreated and control condition WT alfalfa. Molecular and physiological differences
between transgenic and EV alfalfa were determined using one- or two-way ANOVAs.
Sample sizes ranged from 3-20 biological replicates as indicated in figure legends. Where
significant effects were found, Dunnett’s test was used because significant differences
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between transgenic and EV control alfalfa under the same condition could be determined.
Differences in heat stress tolerance based on chlorotic/wilted/scorched tissue were
determined by Bonferroni corrected log-rank tests using Prism 6 (Graphpad Software, La
Jolla, CA) (Bland and Altman, 2004).

30

Chapter 3

3

Results

3.1

Effect of heat stress on expression of miR156 and SPL genes

The effects of heat stress on the expression of miR156 and SPL genes was investigated by
subjecting WT alfalfa to 40°C heat stress or greenhouse control conditions, extracting
total RNA from these plants and then determining the transcript levels of mature miR156
and its seven target SPL genes by qRT-PCR.

3.1.1

miR156 transcript abundance under heat stress

To quantify mature miR156 transcript abundance under heat stress conditions, I extracted
RNA from the tissue of WT plants exposed to heat stress with sufficient small RNA
retention to allow for stem-loop reverse transcription of mature miR156 and compared
transcript levels to the levels of control plants under greenhouse conditions. miR156 had
105-fold higher transcript abundance under heat stress conditions at the earliest time
point (30 min) (Figure 3A). While the abundance of mature miR156 transcript was still
numerically higher than in the control at 2 hr, the increase was not statistically
significant.

3.1.2

SPL transcript abundance under heat stress

To investigate how miR156-targeted SPL genes are expressed under heat stress, I
extracted RNA from the tissue of WT plants exposed to heat stress for qRT-PCR analysis
and data were compared to control plants under greenhouse conditions. Both SPL13 and
SPL9 were downregulated by 65-70% after 3 hr of heat stress (Figures 3B and 3C).
SPL13 retained the low transcription level after 12 hr of stress compared to the 3 hr
control, but was not different than the 12 hr control plants. Other SPL genes showed no
significant response to heat stress after 3 hr or 12 hr (Figures 3D, 3E, 3F, 3G).

While

SPL6 showed no differences between individual groups or in response to heat stress,
ANOVA revealed that there was a significant difference between time points
(F1,11=6.846, p=0.0225) (Figure 3F). SPL2 was undetectable in all samples.
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Figure 3. Effect of heat stress on the transcript abundance of miR156 and its target
SPL genes in WT alfalfa
Normalized transcript levels of A, mature miR156; B, SPL9; C, SPL13; D, SPL3; E,
SPL4; F, SPL6; G, SPL12 genes in WT alfalfa under control and 40°C heat stress
conditions. Transcript levels determined by qRT-PCR were normalized using A reference
genes CYCLOPHILIN and snRNA U6 or B-G reference genes CYCLOPHILIN and
EIF4A. Normalized transcript levels are reported as mean ± standard error of 4 biological
replicates. Bars with the same letter are not significantly different at p<0.05 as
determined by ANOVA followed by Tukey’s HSD.
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3.2

Survival analysis of miR156OE and SPL RNAi alfalfa

To investigate how miR156 and SPLs influence heat stress tolerance, I subjected
miR156OE, SPL13i and SPL9i plants to 40°C heat stress treatment over the course of 6-8
days and monitored individual plants at 12 hr intervals for chlorosis, wilting and
scorching. A threshold of 50% chlorotic, wilted or scorched tissue was used for survival
curve construction and statistical analysis. Kaplan-Meier curves provide the estimates of
survival over the course of the entire survival experiment rather than just at a final time
point as commonly seen in the analysis of plant tolerance to stress (Schandry, 2017), and,
similarly, the log-rank test compares the survival of populations over the entire course of
the experiment (Bland and Altman, 2004).

3.2.1

Heat stress survival of miR156OE alfalfa

The ability of plants to survive stress exposure is a key aspect of stress tolerance and
necessary for crop yield. Heat stress induces leaf and stem scorching, damaging the crop
quality, and reducing future yield. To investigate whether increased expression of miR156
under heat stress affects alfalfa survival, miR156OE genotype A8a, A8 and A11 plants
and EV control plants were exposed to prolonged (144 hr) heat stress and monitored and
scored at specific intervals for chlorosis, wilting and scorching, which are major
symptoms of heat stress (Li et al., 2013; Vollenweider and Gunthardt-Goerg, 2005).
Comparing scores showed miR156OE plants were significantly less affected by heat
stress over time compared to EV controls (Figure 4A). I found that the onset of chlorosis
and wilting began earlier in EV plants, as early as 48 hr into the experiment, and plants
steadily fell out of the healthy population (Figure 4A). miR156OE genotypes then began
scoring over 50% chlorosis at a slower rate, beginning with the highest miR156 expresser,
A11, followed by the other genotypes in descending order of miR156 expression levels
(Aung et al., 2015b).

3.2.2

Heat stress survival of SPL13i and SPL9i alfalfa

As expression analysis revealed that SPL13 is silenced under heat, I hypothesized that
maintaining low SPL expression is needed to alleviate heat stress in alfalfa. To that end,
SPL13i genotypes 02, 05 and 06 and EV control plants were subjected to prolonged heat
34
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Figure 4. Alfalfa survival under heat stress conditions in miR156OE, SPL13i and
SPL9i transgenic alfalfa
Kaplan-Meier curves representing survival of alfalfa estimated by scores of greater than
50% chlorosis/wilting/scorching of A, miR156OE genotypes A8a, A8 and A11; B,
SPL13i genotypes 02, 05 and 06; C, SPL9i genotypes 5A, 5C and 11 compared to EV
control under 40°C heat stress over the course of 6-8 days. Percentage of scored living
plants ± 95% CI (dashed lines) of A 20 or B, C 16 biological replicates. Significant
differences were determined by Bonferroni corrected log-rank tests where * indicates
p<0.05, ** indicates p<0.01, *** indicates p<0.001.
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stress (192 hr) and monitored and scored for chlorosis, wilting and scorching. Based on
stress scores, SPL13i genotypes 05 and 06 were less affected by heat stress over time
compared to EV control (Figure 4B). Unlike the results for miR156OE plants, SPL13i
genotype 02 plants were the first to fall out of the healthy population and, despite ending
the experiment with a numerically higher population of healthy plants, were not
significantly different from EV control (Figure 4B). The genotype 05 plant population
initially had the same chlorotic onset as EV controls, but the healthy population fell more
slowly than the EV population towards the end of the experiment (Figure 4B). Finally,
the 06 population chlorotic onset was delayed and stress symptoms developed more
slowly than EV control (Figure 4B).
Similarly, as SPL9 is silenced under heat, I also examined SPL9i plants for survival. For
that, SPL9i genotype 5A, 5C and 11 alfalfa plants and EV controls were subjected to heat
stress for 144 hr and analyzed as described for miR156OE and SPL13i plants. Stress
scores did not differ between SPL9i and EV control with no particular trend (Figure 4C).
The onset of chlorosis and wilting began at the same time, with genotypes 5C and 11
ending the experiment with about the same healthy population percentage as EV whereas
5A had the smallest healthy population (Figure 4C).

3.2.3

Effect of heat stress on the chlorophyll contents of miR156OE and
SPL13i plants

Reductions in chlorophyll fluorescence (Moffatt et al., 1990) and increases in chlorophyll
degradation (Karim et al., 1999) under high temperatures are quintessential symptoms of
heat stress. Chlorophyll quantification is therefore commonly used to measure plant heat
stress response and tolerance (Baker and Rosenqvist, 2004). To confirm the results of
chlorotic/wilted/scorched scores, I measured the chlorophyll concentrations of a subset of
miR156OE and SPL13i plants; values were then normalized to the chlorophyll contents of
control plants to determine if there were obvious differences in chlorophyll content
between the experimental and control plants. miR156OE genotypes A8a and A8 had 50140% greater relative chlorophyll content indexes compared to EV controls (Figure 5A).
miR156OE plants had indexes around 1, suggesting they had chlorophyll content similar
to control plants after 144 hr of heat stress whereas heat-stressed EV plants had
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Figure 5. Chlorophyll content of heat stress treated miR156OE and SPL13i alfalfa
Chlorophyll content indexes of a subsample of A, miR156OE plants; B, SPL13i plants
under 40°C heat stress over the course of the A 144 or B 192 hr survival experiment
normalized to control plant chlorophyll contents. Data are reported as mean ± standard
error of 8 biological replicates (A) or 4 biological replicates (B). Asterisks indicate
significant differences between miR156OE or SPL13i genotypes and EV controls as
determined by ANOVA followed Dunnett’s test where * indicates p<0.05, ** indicates
p<0.01 and *** indicates p<0.001.
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chlorophyll concentrations approximately half of their corresponding control plants
(Figure 5A). In contrast to the results of the survival analysis, only SPL13i genotype 02
plants, the only SPL13i genotype that did not perform well in the survival analysis,
showed a significant increase in relative chlorophyll content after 192 hr of heat stress
(Figure 5B). Genotype 02 also had indexes much greater than 1, suggesting higher
chlorophyll concentrations in heat stress-treated 02 than control 02 plants (Figure 5B).
Otherwise, genotypes EV, 05 and 06 all had slight reduction in chlorophyll compared to
their control plants and were not significantly different from one another (Figure 5B).

3.3

Heat stress-induced changes in water status of alfalfa

Plant response to abiotic stress involves changes at the physiological and morphological
levels that provide the plant with coping strategies (Fahad et al., 2017; Sullivan and
Eastin, 1974; Tozzi et al., 2013). Plants must retain water under heat stress but can also
alleviate heat stress by increasing transpiration rates (Urban et al., 2017). Appropriately
balancing water retention with evaporative cooling may help plants survive heat stress
conditions under varying levels of water stress (Zandalinas et al., 2018). To determine if
modulating the expression of miR156 and SPL genes induces physiological changes that
alleviate heat stress and reduce the effects of increased evapotranspiration under extreme
heat, miR156OE, SPL13i and SPL9i plants were subjected to 40°C heat stress for a
moderate length of time (96 hr) and compared to greenhouse control plants.

3.3.1

miR156OE water status under heat stress

The ability of a plant to retain water during heat and drought plays a significant role in its
ability to withstand stress (Sullivan and Eastin, 1974; Tozzi et al., 2013). I calculated the
RWC of heat stress-treated and control plants to determine if miR156OE plants retained
more water under heat stress. A11 plants alone had 4% higher RWC under control
conditions; however, no differences were seen among miR156OE genotypes and EV
controls under heat stress (Figure 6A). I then investigated the midday LWP to gain an
insight into the gas exchange of the miR156OE alfalfa and infer the level of stress. Under
heat stress, miR156OE genotypes A8a and A8 had 0.2 MPa higher LWP compared to EV
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Figure 6. Water status and proline content in miR156OE alfalfa under heat stress
A, Relative water content; B, midday leaf water potential; C, abaxial stomatal
conductance; D, adaxial stomatal conductance; E, proline concentration of miR156OE
genotypes A8a, A8 and A11 after 40°C heat stress or control conditions for A-D 96 hr or
E 144 hr. Data are reported as mean ± standard error of 3-4 biological replicates.
Asterisks indicate significant differences between miR156OE genotypes and EV controls
within greenhouse control and heat treated plants as determined by ANOVA followed
Dunnett’s test where p<0.05.
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controls, suggesting increased gas exchange and reduced stress than EV controls (Figure
6B). One A11 replicate was excluded from this analysis due to short petiole lengths.
Stomatal conductance was also determined to measure gas exchange in heat stress and
control plants but no significant differences were detected and variances were both large
and unequal, even after log transformation (Figure 6C, 6D). To determine if compatible
solutes were contributing to differences in LWP, I measured the proline concentration of
plants under heat stress and control conditions from samples taken at the conclusion of
the survival analysis experiment. No significant differences in proline concentrations
were found between the genotypes (Figure 6E).

3.3.2

SPL13i water status under heat stress

To determine if SPL13 downregulation conferred physiological advantages under heat
stress similar to those observed in miR156OE alfalfa, RWC, LWP and stomatal
conductance were determined for SPL13i plants. I calculated the RWC for SPL13i plants
under heat stress and control conditions and compared them to EV controls to determine
if SPL13 downregulation in alfalfa resulted in increased water retention. Similar to the
results in miR156OE plants, the lowest expressing SPL13i genotype, 06 had 4% higher
RWC under control conditions (Figure 7A). Also, similar to the miR156OE results, no
differences were observed under heat stress although all SPL13i genotypes had higher
means numerically (Figure 7A). Additionally, SPL13i plants had significantly decreased
LWP under control conditions (Figure 7B). Similar to the results of miR156OE plants,
SPL13i genotypes 02 and 06 had significantly increased LWP under heat stress (Figure
7B). Log-transformed stomatal conductance showed that all SPL13i genotypes had
increased abaxial stomatal conductance (Figure 7C) and genotypes 05 and 06 had
increased adaxial stomatal conductance (Figure 7D). Proline concentrations were
determined under heat stress and control conditions using samples collected for the
survival analysis to determine if compatible solutes were contributing to differences in
LWP and stomatal conductance. No differences in proline concentrations were found and
samples were not homoscedastic (Figure 7E). Proline content was abnormally high in
EV, 02 and 05 genotypes (Abraham et al., 2010; Bates et al., 1973).
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Figure 7. Water status and proline content in SPL13i alfalfa under heat stress
A, Relative water content; B, midday leaf water potential; C, abaxial stomatal
conductance; D, adaxial stomatal conductance; E, proline concentrations of SPL13i
genotypes 02, 05 and 06 after 40°C heat stress or control conditions for A-D 96 hr or E
192 hr. Data are reported as mean ± standard error of 4 biological replicates. Asterisks
indicate significant differences between SPL13i genotypes and EV controls within
greenhouse control and heat treated plants as determined by ANOVA followed Dunnett’s
test where * indicates p<0.05, ** indicates p<0.01 and **** indicates p<0.0001.
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3.3.3

SPL9i water status under heat stress

Before investigating any contributions by SPL9 downregulation to physiological
advantages in heat stress tolerance, I first investigated if and to what extent SPL9 was
downregulated in the newly generated SPL9i alfalfa plants. qRT-PCR revealed that the
four genotypes I tested had between 1.5- and 2.2-fold decreases in SPL9 transcript
abundance (Figure 8). Next, I determined the RWC, LWP and stomatal conductance for
SPL9i genotypes 5A, 5C, 6C and 11. Contrary to results in miR156OE and SPL13i
experiments, genotype 6C plants had lower RWC under control conditions (Figure 9A);
however, no differences were seen in RWC under heat stress conditions similar to
miR156OE and SPL13i plants. No differences were found in LWP (Figure 9B) or abaxial
stomatal conductance (Figure 9C) between the different genotypes and EV controls. Due
to the lack of differences in water status and survival, I abandoned further investigation of
the role of SPL9 in heat stress response.

3.4

Effects of heat stress on antioxidant capacity and content in
alfalfa

Abiotic stress can cause production of ROS, and thus plants respond to stress in part by
producing antioxidants, such as carotenoids and phenolic compounds, to scavenge ROS
(Apel and Hirt, 2004; Foyer and Noctor, 2005). As a previous studies showed changes in
antioxidant content and capacity in miR156OE alfalfa plants when exposed to drought
(Arshad et al., 2017a), I decided to measure them under heat stress.

3.4.1

Effect of heat stress on antioxidant capacity and content of
miR156OE

To determine if increased miR156 expression under heat stress improves alfalfa’s ability
to scavenge the increased ROS due to stress conditions, I compared the antioxidant
potential of non-enzymatic antioxidants in miR156OE leaf extracts to EV controls after
prolonged heat stress. While there were no differences detected under control conditions,
miR156OE genotypes A8 and A11, respectively, had 44% and 100% higher antioxidant
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Figure 8. Transcript abundance of SPL9 in SPL9i alfalfa
Normalized transcript levels of the SPL9 gene in EV control plants and SPL9i genotypes
5A, 5C, 6C and 11 under greenhouse conditions after one month of growth. Normalized
transcript levels were determined by qRT-PCR using reference genes CYCLOPHILIN
and ACTIN. Normalized transcript levels are reported as mean ± standard error of 3
biological replicates. Asterisks indicate significant differences between SPL9i genotypes
and EV controls as determined by ANOVA followed by Dunnett’s test where * indicates
p<0.05 and ** indicates p<0.01.
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Figure 9. Water status in SPL9i alfalfa under heat stress
A, Relative water content; B, midday leaf water potential; C, abaxial stomatal
conductance of

SPL9i genotypes 02, 05 and 06 after 40°C heat stress or control

conditions for 96 hr. Data are reported as mean ± standard error of 4 biological replicates.
Asterisks indicate significant differences between SPL9i genotypes and EV controls
within greenhouse control and heat treated plants as determined by ANOVA followed
Dunnett’s test where p<0.05.
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capacity than EV controls under heat stress (Figure 10A). Next, carotenoid and phenolic
compound contents were investigated to determine what antioxidants might be
contributing to differences in antioxidant potential. No differences were seen in the
concentrations of the carotenoids lutein (Figure 10B) or β-carotene (Figure 10C) under
control or heat stress conditions; however, the mean carotenoid content of all three
miR156OE genotypes had numerically higher values than EV controls under heat stress.
While no differences were detected in TPC under control conditions, A8a plants had 17%
higher TPC than EV controls under heat stress (Figure 10D). No change in TFC was
observed under control conditions, but contrary to expectations based on associations
with the phenylpropanoid pathway (Cui et al., 2014), A8a and A8 plants had 35-47%
decreased TFC under heat stress (Figure 10E). Finally, all miR156OE genotypes had 109150% increased TMA content compared to EV control under heat stress (Figure 10F).

3.4.2

Effect of heat stress on antioxidant capacity and content of SPL13i

To determine if the downregulation of SPL13 under heat stress improves alfalfa’s ability
to scavenge the stress-induced ROS, I compared the antioxidant potential of nonenzymatic antioxidants in SPL13i and EV leaf extracts after prolonged heat stress and
under control conditions. SPL13i genotypes were not significantly different than EV
plants under control conditions but genotypes 02 and 05 had 157% and 187% higher
antioxidant capacity than EV control, respectively, under heat stress (Figure 11A). Unlike
miR156OE plants, SPL13i genotype 02 had an 80-100% increase in leaf carotenoid
contents while no significant differences detected under control conditions (Figure 11B,
11C). There were no differences in TPC between SPL13i and EV genotypes under
control or heat stress conditions (Figure 11D). Unlike results obtained with miR156OE,
SPL13i 05 plants had 53% higher TFC under heat stress while the other genotypes did
not differ (Figure 11E). The TMA values for SPL13i mirror those of miR156OE, with
SPL13i 06 plants having 97% higher TMA under heat stress conditions (Figure 11F).
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Figure 10. Antioxidant analyses of miR156OE alfalfa under heat stress
A, antioxidant capacity; B, β-carotene; C, lutein; D, total phenolic content; E, total
flavonoid content; F, total monomeric anthocyanin of miR156OE genotypes A8a, A8 and
A11 compared to EV controls after 144 hr of 40°C heat stress or control conditions. Data
are reported as mean ± standard error of D-F 4 or A-C 8 biological replicates. Asterisks
indicate significant differences between miR156OE genotypes and EV controls within
greenhouse control and heat treated plants as determined by ANOVA followed Dunnett’s
test where * indicates p<0.05, ** indicates p<0.01 and **** indicates p<0.0001.
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Figure 11. Antioxidant analyses of SPL13i transgenic alfalfa under heat stress
A, antioxidant capacity; B, β-carotene; C, lutein; D, total phenolic content; E, total
flavonoid content; F, total monomeric anthocyanin of SPL13i genotypes 02, 05 and 06
compared to EV controls after 192 hr of 40°C heat stress or control conditions. Data are
reported as mean ± standard error of 4 biological replicates. Asterisks indicate significant
differences between SPL13i genotypes and EV controls within greenhouse control and
heat treated plants as determined by ANOVA followed Dunnett’s test where * indicates
p<0.05 and ** indicates p<0.01.
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3.5

Effect of heat stress on gene expression in miR156OE and
SPL13i alfalfa

I investigated the relative transcription levels of select abiotic stress-regulated genes and
genes that were previously associated with miR156 (Arshad et al., 2017a; Arshad et al.,
2017b; Gao et al., 2018) in alfalfa. RNA was extracted from miR156OE and SPL13i
plants after 24 hr of heat stress exposure or regular growth under control conditions to
determine if molecular changes induced by miR156 overexpression and SPL13 silencing
contribute to the differences in heat stress tolerance observed. The 18 genes were chosen
based on previous associations with alfalfa miR156/SPL13 abiotic stress tolerance
(Arshad et al., 2017a; Arshad et al., 2017b; Gao et al., 2018) and/or their association with
heat stress tolerance (Sailaja et al., 2014; Stief et al., 2014). A full list of genes
investigated can be found in Appendix A.

3.5.1

Transcriptional changes in miR156OE under heat stress

Of the 18 genes investigated, four showed differential transcript abundance between
miR156OE genotypes and EV control. Two carotenoid catabolism-associated genes were
differentially regulated under heat stress. CAROTENOID CLEAVAGE DIOXYGENASE 1
(CCD1) was upregulated 10-fold and 14-fold in genotypes A8a and A11, respectively,
under heat stress (Figure 12A). NINE-CIS-EPOXYCAROTENOID DIOXYGENASE 3
(NCED3) was reduced by about 80% in A8a and A8 plants compared to EV plants under
control conditions but increased by 180-235 % in A8a and A8 plants after heat exposure
(Figure 12B). MYB53 was unaffected under control conditions but increased 6-fold under
heat in A11 (Figure 12C). Similarly, while no significant differences were observed
under control conditions, bZIP family gene TGA1A-RELATED GENE3 (TGA3) showed
an 18-fold increase in transcription in A11 plants compared to EV control under heat
stress conditions (Figure 12D).

49

Figure 12. Transcriptional changes in miR156OE alfalfa under heat stress
Normalized transcript levels of A, CCD1; B, NCED3; C, MYB53; D, TGA3 genes in
miR156OE and EV control alfalfa under control and 40°C heat stress conditions.
Transcript levels determined by qRT-PCR were normalized using reference genes
CYCLOPHILIN and ACTIN. Normalized transcript levels are reported as mean ± standard
error of 3 biological replicates. Asterisks indicate significant differences between
miR156OE genotypes and EV controls within greenhouse control and heat treated plants
as determined by ANOVA followed by Dunnett’s test where * indicates p<0.05 and **
indicates p<0.01.
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3.5.2

SPL13i transcriptional changes under heat stress

None of the 18 genes selected for analysis showed significantly different transcription
levels under heat stress conditions, although two genes were differentially regulated in
SPL13i plants under control conditions (Figure 13). The CCD1 carotenoid metabolism
gene was downregulated by 80% and 63% in genotypes 05 and 06, respectively (Figure
13A). WD40-2 was downregulated by 78% under control conditions in 02 plants (Figure
13B).

3.6

Effects of SPL9 silencing on alfalfa phenotypes

In addition to investigating the effects of SPL9 downregulation on heat stress, I also
characterized SPL9i knockdown plants at the phenotypic level after one and two months
of growth. I first monitored SPL9i alfalfa plants one month after potting to determine the
effects of silencing SPL9 on earlier stages of development. All four SPL9i plants that
were selected for characterization had significant downregulation of SPL9 (Figure 8).
Surprisingly, all four genotypes also had 37-51% longer primary stems (Figure 14A)
while 6C had 20% smaller stem diameter (Figure 14B). All SPL9i genotypes had about
20% shorter antepenultimate leaf lengths (Figure 14C) while no significant differences
were observed in antepenultimate leaf width (Figure 14D). Genotypes 5C and 11 had 2025% longer internodes (Figure 14E) but no differences were detected in the number of
nodes on the primary stem (Figure 14F). Genotype 6C had twice as many shoots as EV
control (Figure 14G). All genotypes had 40-70% higher vegetative (forage) yield (Figure
14H, 14I). Genotypes 5A and 5C had enhanced root biomass, with 20-55% greater FW
and 50-90% greater DW (Figure 14J, 14K), but no significant differences were found in
root length (Figure 14L).
SPL9i shoot morphology was also monitored after two months of growth. All genotypes
had 30-48% longer stems after two months of growth (Figure 15A), recapitulating results
obtained from the 1 month study (Figure 14A), and no differences were seen in stem
diameter (Figure 15B). Leaf lengths were up to 25% shorter in all genotypes (Figure 15C)
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and genotype 6C had narrower leaf width (Figure 15D), whereas no differences were
previously observed at 1 month.

Figure 13. Transcriptional changes in SPL13i alfalfa under heat stress
Normalized transcript levels of A, CCD1; B, WD40-2 genes in SPL13i and EV control
alfalfa under control and 40°C heat stress conditions. Transcript levels determined by
qRT-PCR were normalized using reference genes CYCLOPHILIN and ACTIN.
Normalized transcript levels are reported as mean ± standard error of 4 biological
replicates. Asterisks indicate significant differences between SPL13i genotypes and EV
controls within greenhouse control and heat treated plants as determined by ANOVA
followed by Dunnett’s test where * indicates p<0.05, ** indicates p<0.01, and ***
indicates p<0.001.
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Figure 14. Phenotypic characterization of one-month-old SPL9i alfalfa plants
A, stem length; B, stem diameter; C, leaf length; D, leaf width; E, average internode
length; F, number of nodes; G, number of shoots; H, shoot dry weight; I, shoot fresh
weight; J, root dry weight; K, root fresh weight; L, root length of SPL9i and EV control
plants after 1 month of growth under greenhouse conditions. Data are reported as mean ±
standard error of 5 biological replicates. Asterisks indicate significant differences
between SPL9i genotypes and EV controls as determined by ANOVA followed by
Dunnett’s test where * indicates p<0.05, ** indicates p<0.01, *** indicates p<0.001 and
**** indicates p<0.0001.
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Figure 15. Phenotypic characterization of two-month-old SPL9i alfalfa plants
A, stem length; B, stem diameter; C leaf length; D leaf width; E average internode
length; F number of nodes; G number of primary shoots; H, number of secondary shoots;
I, flowering time of SPL9i and EV control plants after A-G 2 months of growth under
greenhouse conditions. Data are reported as mean ± standard error of H 4 or A-G 5
biological replicates. Asterisks indicate significant differences between SPL9i genotypes
and EV controls as determined by ANOVA followed by Dunnett’s test where * indicates
p<0.05, ** indicates p<0.01, *** indicates p<0.001 and **** indicates p<0.0001.
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Genotypes 5C and 11 previously had 20-25% longer internodes (Figure 14E), but
genotypes 5C and 6C had 18% shorter internode lengths after 2 months while EV plants
had the highest average internode length (Figure 15E). Genotypes 6C and 11 had an
increased 7-8 more nodes after two months (Figure 15F). No significant differences were
observed in the number of primary or secondary shoots (Figures 15G and 15H) or in
flowering time (Figure 15I).
While I did not investigate SPL9i plant antioxidant content or TMA, I did notice that
SPL9i plants grown under control conditions appeared to accumulate more pigments in
stems and occasionally on the abaxial surfaces of leaves (Figure 16). The pink and purple
pigmentation suggests that SPL9 downregulation increased the accumulation of
anthocyanins and/or proanthocyanidins. Stem pigmentation was consistent and appeared
earlier than leaf pigmentation, as seen in nearly all plants of the four genotypes after a
month while EV plants remained green (Figure 16A). More dramatic differences in
pigmentation were observed in the senescing leaves of some SPL9i genotype plants, most
notably in genotype 5C (Figure 16B). The leaf pigmentation did not appear consistently
after two months of growth but was never observed in EV control plants.
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Figure 16. Increased pigmentation in leaves and stems of SPL9i alfalfa plants
Increased pigment accumulation in SPL9i genotypes. A, one-month-old stems; B, twomonth-old leaves.
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Chapter 4

4

Discussion

4.1

Research overview

miR156 expression plays an important role in heat stress tolerance and memory in
Arabidopsis (Stief et al., 2014), and miR156OE increased drought tolerance (Arshad et
al., 2017a) as well as yield under salinity stress (Arshad et al., 2017b) in alfalfa. Based on
this previous research, I hypothesized that the overexpression of miR156 in alfalfa would
confer increased heat stress tolerance. Due to the conserved nature of the SPL genes
downregulated by miR156 (Aung et al., 2015c; Gao et al., 2016; Wang and Wang, 2015),
I hypothesized that if increased heat stress tolerance in miR156OE alfalfa was conserved,
it would be through this conserved gene regulation pathway. Recent data within the
Hannoufa lab have suggested that the miR156/SPL gene network may be contributing to
the regulation of antioxidants such as anthocyanins (unpublished data, Hannoufa lab) and
carotenoids (Arshad et al., 2017a; Wei et al., 2012; Wei et al., 2010).
To investigate the role of miR156 in heat stress response in alfalfa, I first investigated the
regulation of miR156 and its target SPL genes under high heat conditions. This analysis
revealed that miR156 was upregulated under heat, leading to the downregulation of some
SPL genes, which were pursued to further investigate heat stress tolerance. Following
that, miR156OE and alfalfa plants with RNAi-silenced SPL genes were tested for heat
stress survival to determine whether the observed expression patterns were contributing
to heat stress tolerance. Based on the increased survival of miR156OE and SPL13i plants,
mechanisms that may be contributing to heat stress tolerance were investigated by
assessing various parameters of water status, accumulation of antioxidants and gene
expression profiles. This revealed that miR156OE and SPL13i plants were less stressed
compared to EV controls and increased gas exchange may be reducing the effects of heat
stress by increasing transpiration rates without negatively impacting water retention.
Furthermore, differences in non-enzymatic antioxidants and genes associated with
antioxidant biosynthesis might be contributing to the increased stress tolerance observed
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in miR156OE and SPL13i alfalfa by reducing the effects of oxidative stress under heat
stress conditions. SPL9i plants were phenotypically characterized before determining that
SPL9 had no effect on heat stress survival or tolerance.

4.2

miR156OE and SPL13i contribute to heat stress tolerance in
alfalfa

Expression analysis by qRT-PCR revealed that mature miR156 matching the product
from the miR156d precursor was indeed upregulated in response to heat stress. This
upregulation occurred soon (0.5 hr) after the exposure to heat stress, but then expression
reverted to a level similar to that in unstressed control plants. These results suggest
miR156 may act relatively early in the heat stress signalling, but may not retain the role
of heat stress memory in alfalfa as was observed in Arabidopsis (Stief et al., 2014). This
expression pattern mirrors that which was found in Arabidopsis where an initial large
increase after 4 hr of exposure was followed by a tapered but still increased expression of
some miR156 precursors up to 52 hr later (Stief et al., 2014). These results are mirrored in
the downregulation of SPL9 and SPL13 with a decrease in expression at earlier time
points (3 hr) but with no differences after 12 hr. The expressions of miR156, SPL13 and
SPL9 cannot be directly correlated because miR156 expression was reduced to no
significant difference in expression before the first time point of SPL gene investigation,
but generally followed the same pattern with an earlier change in expression followed by
no difference at later time points. These results suggest that miR156 may not be solely
responsible for regulating SPL genes under extreme heat conditions, especially
considering the lack of downregulation in a number of other target SPL genes despite an
increase in miR156 expression. This is consistent with other reports that point to miR156
and SPL genes being subject to epigenetic regulation (Kim et al., 2015; Lafos et al., 2011;
Xu et al., 2016a; Xu et al., 2016b). For example, Kim et al. (2015) found that the
expression of eight Arabidopsis SPL genes were downregulated in HISTONE
ACETYLTRANSFERASE OF THE GNAT FAMILY 1 (HAG1) mutants in a miR156
independent manner. HAG1 is a component of histone acetyltransferase (HAT)
complexes (Pandey et al., 2002) responsible for acetylating histone lysine residues and is
generally associated with transcriptional activation (Berger, 2007). These results directed
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my attention towards the manipulation of the downregulated SPL genes using RNAi to
investigate their role in heat stress tolerance.
The difference between time points in SPL6 expression suggests there may be diurnal
regulation of SPL6. Unpublished data from the Hannoufa lab have not yet conclusively
connected SPL6 to any photoperiod-dependent phenotypes or flowering. SPL6 was not
influenced by the FLOWERING LOCUS T (FT) and SUPPRESSOR OF CONSTANS1
(SOC1) genes in Arabidopsis and did not show photoperiod sensitive regulation whereas
SPL3, SPL4 and SPL5 did (Jung et al., 2012). I did not find that the alfalfa orthologs of
the FT/SOC1 regulated SPLs from Arabidopsis were differentially regulated over time in
this experiment; however, closer inspection of their regulation over a large set of time
points would be necessary to definitively determine any diurnal regulation in alfalfa. It is
possible SPL6 may play a role in other photoperiod-dependent traits in alfalfa. miR156
expression has been associated with light intensity in Arabidopsis (Xie et al., 2017) and it
is possible that this may be contributing to the differential regulation of SPL6 over time.
Further profiling of SPL6 regulation over time in WT alfalfa may help determine if it is
indeed regulated in response to the photoperiod.
Following expression analysis, I investigated the effects of miR156 overexpression using
miR156OE alfalfa that were exposed to 40°C over the course of 6 days compared to EV
controls based on phenotypically scoring the plants for damage. These results
conclusively showed that the overexpression of miR156 increased heat stress tolerance in
alfalfa. Taken with the significantly increased chlorophyll content in A8a and A8 relative
to the EV control, the increased survival of miR156OE genotypes suggest that the
moderate miR156 expression levels in the two genotypes (Aung et al., 2015b) confer
more

heat stress tolerance than is found in controls and extremely high miR156

expressers (e.g. A11). Similar results were also observed in alfalfa plants under drought
stress (Arshad et al., 2017a), where moderate expressers A8 and A16 (Aung et al., 2015b)
had increased survival compared to WT plants whereas higher expressers A11 and A17
(Aung et al., 2015b) did not. It is possible that large increases in the expression of
miR156 too quickly increase biomass, limiting the other positive effects of other
phenotypic advantages such as small leaf size and lower internode length. A8a and A8
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genotypes do not have significantly increased yield until later stages of development,
whereas A11 plants showed increased yield under control conditions after 2 months
(Aung et al., 2015b). There may also be levels of miR156 overexpression/SPL
downregulation that severely disrupt the transcriptome and inhibit stress response or
development in general.
Previous research showed that SPL13i plants had increased drought tolerance (Arshad et
al., 2017a). This finding combined with the reduction in SPL13 expression under heat
stress led me to investigate the survival of SPL13i plants under heat. The results of the
heat stress survival suggest that SPL13 downregulation may be contributing to the
miR156-regulated heat stress tolerance. Interestingly, the subsample of heat stress-treated
plants taken for chlorophyll determination showed that chlorophyll was higher only in
genotype 02, the only genotype that did not have significantly better heat stress tolerance.
This may be due to randomly subsampling from populations in which approximately half
of the plants suffered heavily from chlorosis and scorching while the other half did not.
While

this

result

does

not

overwhelmingly

support

the

results

of

the

chlorotic/wilted/scorched scoring analysis, it also does not discount it entirely. It is
possible the increased chlorophyll concentrations were a result of normalizing the
chlorophyll content to FW rather than DW. Similar to my results observed with miR156
expression, it is possible that differences in the SPL13 expression levels of individual
SPL13i genotypes are contributing to heat stress tolerance in a similar manner as they
respond under drought stress (Arshad et al., 2017a) and that the expression of SPL13 in
genotype 02 plants is reduced beyond the expression levels that are beneficial for abiotic
stress tolerance. Genotype 02 plants did not survive as well as other SPL13i plants and it
is likely after 192 hr of heat stress they are drier than the other SPL13i genotypes. As a
result one would expect a lower FW to DW ratio, increasing the concentration of
chlorophyll per gram of FW than in the plants that are less wilted. If these 02 plants have
lower water content but have sufficiently protected chloroplasts from oxidative damage,
it is possible they might retain higher chlorophyll content per gram fresh weight
compared to unstressed controls than the more chlorotic EV plants or the healthier 05 and
06 genotypes.
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While SPL9 is associated with drought and salinity stress response in Arabidopsis and
rice (Cui et al., 2014), my investigation of SPL9i plants did not reveal differences in heat
stress tolerance. SPL9i plants also did not display many of the phenotypes observed in
miR156OE plants other than increased yield and reduced leaf size. Average internode
length was not reduced until two months of growth. While there was increased root mass
in some cases, the increase in shoot mass was more consistent. I found no differences in
LWP or stomatal conductance, so it is possible that the positive effects of evaporative
cooling that miR156OE and SPL13i may have experienced with increased gas exchange
would not have affected SPL9i plants. It is possible that any biochemical advantages
SPL9i plants have in heat stress tolerance, such as the apparent increase in accumulation
of anthocyanins, were negated by their observed developmental and morphological
disadvantages. Alfalfa and other medics are believed to be more resilient to water stress
than other plants due to the evolution of smaller leaves, reduced internode length, and
reduced stem height (which reduces water loss), and increased biomass allocation to
roots, increasing access to available water in the soil (Small, 2011). SPL9i plants were
taller and appeared to allocate increased biomass to shoots more consistently than roots
after one month, which may have contributed to increased water loss and susceptibility to
heat stress. Despite having smaller leaves, there are also more leaves transpiring, with
increased transpiration required to move water up the taller shoots.
Taken together, these results suggest that miR156 is involved in the heat stress tolerance
of alfalfa through the regulation of SPL13, while SPL9 does not appear to contribute
significantly to the heat stress tolerance observed in miR156OE alfalfa. While SPL9
expression has been associated with decreased DFR expression and stress tolerance in
Arabidopsis and rice (Cui et al., 2014; Gou et al., 2011), recent unpublished results from
Dr. Hannoufa’s lab suggest that SPL13 acts as a transcriptional repressor of DFR and the
phenylpropanoid pathway-associated MYB transcription factors in a similar manner. This
suggests that SPL13 may play a significant role in increasing the accumulation of
flavonoid antioxidants observed in miR156OE alfalfa. Taken with the apparent
anthocyanin accumulation in SPL9i plants, it is possible that SPL13 and SPL9 negatively
regulate anthocyanin biosynthesis redundantly.
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It is possible that some of the inconsistent and inconclusive responses to heat stress in
this study resulted from high variation within genotypes and low statistical power due to
small sample sizes (3-8). These negative results should be interpreted with caution. To
elucidate the physiological, biochemical and molecular effects of modulating the
miR156/SPL network in alfalfa’s heat stress response, the experiments should be
repeated with larger sample sizes.

4.3

Effects of modulating the miR156/SPL gene network on
alfalfa water status

To determine the extent to which miR156 and target SPL genes alleviate heat stress
symptoms associated with water loss, various measures of water status were investigated.
While no differences were detected in response to heat-stress in any of the transgenic
plants, the highest miR156 expresser, A11, and the lowest SPL13 expresser, 06 (Arshad et
al., 2017a), had increased RWC under control conditions. The initial increase in RWC
may contribute to heat stress survival; however, it is unlikely that a difference of around
3% is biologically significant given the eventual loss of greater than 50% RWC. I found
there was high variation in RWC within genotypes under heat stress conditions, with the
symptoms of heat stress progressing unevenly in the small sample size. LWP is used to
infer the degree to which plants are stressed under water-limiting conditions (Morgan,
1984), including the increased potential evapotranspiration associated with high
temperatures (Rind et al., 1990). Increased transpiration also results in evaporative
cooling that leads to marked reductions in leaf temperatures compared to temperatures of
leaves with limited transpiration (Urban et al., 2017). LWP of heat-stressed plants
revealed that miR156OE plants appeared less stressed compared to EV controls; however,
these results were not supported by higher stomatal conductance that would be expected
to increase leaf water potential. Results with SPL13i plants supported data obtained from
miR156OE, where I found increased LWP and increased stomatal conductance under heat
stress. Additionally, SPL13i plants had reduced LWP under control conditions, possibly
suggesting that SPL13i plants would have an initial advantage in controlling water loss
under heat stress conditions. In addition to being less stressed, increased gas exchange
may be reducing leaf temperatures by evaporative cooling, which would reduce the
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impacts of heat stress and reduce ROS production. Measuring differences in leaf
temperatures would help definitively determine if evaporative cooling plays a substantial
role in the heat stress tolerance of miR156OE and SPL13i alfalfa.
The lack of difference, or reduced performance in the case of genotype 6C, between
SPL9i and control plant water status measurements further support that the differences in
heat stress tolerance in miR156OE plants were not mediated by the differential expression
of SPL9 seen in the expression analysis, supporting the results of the survival analysis.
Without increases in LWP or stomatal conductance, it is unlikely that the SPL9i plants
would have benefitted from evaporative cooling provided by increased transpiration.
Increasing transpiration in SPL9i plants would also have been costly considering that they
did not have higher RWC than EV controls either. No beneficial differences were
observed for SPL9i plants in RWC or LWP, while miR156OE and SPL13i plants
maintained similar RWC compared to EV controls while they maintained increased gas
exchange.
It is possible that, since ROS plays a key role in hydroactive guard cell closure (Kohler et
al., 2003; Zhang et al., 2001) and therefore stomatal conductance (Kaiser, 2009), the
alleviation of oxidative stress in miR156OE plants and SPL13 may be contributing to the
increased LWP and increased stomatal conductance observed in these plants under heat
stress conditions. It is also possible that increased antioxidant capacity is reducing the
amount of ROS production, leading to reduced signalling and increased stomatal
aperture. Regardless of which is a cause and which is an effect, if any, increased LWP
would suggest reduced oxidative stress in alfalfa and increased evaporative cooling.

4.4

miR156 and SPL13 influence the accumulation of
antioxidants in alfalfa under heat stress

Due to the increased survival of miR156OE and SPL13i alfalfa despite the lack of
difference in their RWC, I investigated the concentrations of antioxidants to determine if
differences in survival may be influenced by the ability of these plants to deal with the
oxidative stress associated with heat. The miR156/SPL network had previously been
associated with stress response via antioxidant production (Arshad et al., 2017a; Arshad
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et al., 2017b), including increased biosynthesis of anthocyanins (Gou et al., 2011) and
carotenoids (Wei et al., 2012; Wei et al., 2010). The role of anthocyanins in miR156mediated abiotic stress tolerance has further been supported by unpublished results from
the Hannoufa lab that directly connect SPLs to phenylpropanoid pathway-associated
genes such as DFR.
The observed increase in the antioxidant capacity of miR156OE and SPL13i plants
suggests they are better equipped to deal with the oxidative damage induced by heat
stress. Generally, antioxidant potential and TPC are correlated (Piluzza and Bullitta,
2011); however, in this investigation I found no differences in TPC other than in one
miR156OE genotype under heat stress compared to the EV control. It is possible that the
shifting of groups or individual compounds within the broad class of phenolic compounds
is resulting in increased antioxidant potential. Specific classes of antioxidants were
subsequently investigated.
More closely investigating the reliability of TFC measurement by aluminum
complexation revealed a bias toward flavonols and flavones rather than flavanones or
flavanonols (dihydroflavonols) (Chang et al., 2002; Pękal and Pyrzynska, 2014).
Unpublished results from the Hannoufa lab suggest that SPL13 binds the promoter region
of DFR and directly represses its expression. DFR plays a vital role in anthocyanin
production by processing dihydroflavonols into leucoanthocyanidins (Davies et al.,
2003), an anthocyanin precursor. DFR competes for its substrate with flavonol synthase
(FLS), which directly produces flavonols (Davies et al., 2003). It is possible that the
observed reduction of TFC in miR156OE plants is due to the increased processing of
dihydroflavonols by DFR, reducing the production of flavonols by FLS that are better
detected by aluminum complexation. The increases observed in anthocyanin content
despite the reduction of TFC support the idea that these results may be due to the
difference in quantification of flavonoid rather than real differences in TFC. While qRTPCR results did not significantly confirm this relationship, DFR expression was
numerically highest in miR156OE genotypes.
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Additionally, anthocyanin biosynthesis is regulated in part by MYB transcription factors,
including production of anthocyanin pigment 1 (PAP1) in Arabidopsis (Gou et al., 2011).
In this case, SPL9 regulates DFR and other anthocyanin-associated genes by disrupting
the formation of the MYB-bHLH-WD40 complex. The MYB-bHLH-WD40 complex
activates genes such as DFR and FLAVONOID 3’-HYDROXYLASE (F3’H) and SPL9 can
interfere by binding to the promoter regions of these genes in close proximity to the MYB
transcription factor, competing with the bHLH and WD40 components of the complex
(Gou et al., 2011). Further studying the effects of miR156 on anthocyanin biosynthesis
and stress tolerance, Cui et al. (2014) found that miR156 overexpression reduced SPL9
expression, increased anthocyanin content and resulted in the increased abiotic stress
tolerance of Arabidopsis. Furthermore, this effect was conserved in rice as the increased
expression of miR156 in rice resulted in increased tolerance to salinity and drought (Cui
et al., 2014).
Phenotypically, SPL13i plants and SPL9i plants had increased pigment accumulation.
The red/purple pigments accumulated in SPL13i plant shoots are most likely
anthocyanins or proanthocyanidins. SPL9i plants had similar accumulation of pigment in
their stems and also had purple pigmentation on the adaxial surfaces of senescing leaves.
While the SPL9 plants had pigmentation suggesting accumulation of phenylpropanoid
pathway products such as anthocyanins, they did not fare better under heat stress
conditions than EV controls, suggesting there is more to heat stress survival than just
antioxidant capacity. It is possible that the increased antioxidant potential is contributing
while evaporative cooling is reducing the overall effects of heat stress by lowering tissue
temperatures and together result in the increased heat stress tolerance observed in
miR156OE and SPL13i plants. Further investigating the TEAC and contents of various
antioxidants in SPL9i plants would help determine the role of SPL9 in antioxidant
accumulation.
While I observed no differences in β-carotene or lutein concentrations, and the presence
of other xanthophylls was inconsistent in retention time and therefore unable to be
quantified, it is possible that the insignificant increases that were seen in β-carotene and
lutein contents in heat-treated miR156OE plants were contributing to the total antioxidant
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capacity that was significantly increased. Optimizing HPLC conditions to better analyze
xanthophylls such as zeaxathin and neoxanthin, both of which are substrates for NCED3
and precursors of xanthoxin, may better elucidate the role of the miR156/SPL network in
carotenoid regulation and its relationship to abiotic stress in alfalfa.
Based on these results, the increased biosynthesis of the powerfully antioxidant
anthocyanins (Agati et al., 2012; Ferreres et al., 2011; Nakabayashi et al., 2014) within
the total phenolic compound pool resulting in increased antioxidant potential supports
the explanation for the ability of miR156OE and to a lesser extent SPL13i to withstand
heat stress. It is possible that carotenoids as well as some other uninvestigated
antioxidants also contribute to the observed differences in antioxidant capacity. None of
the genes encoding antioxidant enzymes investigated in this study had differences in
expression, and metabolite extractions yielded differences in antioxidant potential,
suggesting that the differences in the ability of miR156OE and SPL13i plants would be
due to non-enzymatic antioxidants.

4.5

Effects of miR156/SPL gene network on the regulation of
stress- associated genes in alfalfa

The more consistent and stress responsive nature of genes differentially regulated in
miR156OE support the roles of these genes in stress tolerance of miR156OE plants. The
heat stress-induced transcriptional changes observed in miR156 and SPL13i plants
suggest that differences in the metabolism of non-enzymatic antioxidants may contribute
to differences in heat stress tolerance observed in miR156OE and SPL13i genotypes.
CCD1 and NCED3 are carotenoid dioxygenases responsible for the cleavage of
carotenoids to produce apocarotenoids (Harrison and Bugg, 2014). Such apocarotenoids
include the abscisic acid (ABA) precursor xanthoxin (Iuchi et al., 2001; Qin and
Zeevaart, 1999; Schwartz et al., 1997), a product of the more specific NCED3. ABA
production via NCED3 plays a vital role in water stress response (Iuchi et al., 2001; Qin
and Zeevaart, 1999). Increased NCED3 expression under heat should yield increased
ABA and therefore induce many physiological changes associated with reducing water
loss including hydroactive guard cell closure (Sah et al., 2016). While this result contrasts
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with the water status results obtained after four days of heat stress, it is possible that the
increased expression of NCED3 after 24 hr of heat stress may result in reduced long-term
water loss and allow for relatively increased levels of transpiration and leaf temperature.
Reduced long-term water loss could allow for less stressed plants after 96 hr and result in
the significantly increased LWP/stomatal conductance of miR156OE and SPL13i plants
and therefore increased evaporative cooling.
Other apocarotenoids produced by the cleavage of the more promiscuous CCDs, such as
CCD1, often yield molecules vital to cell-to-cell signalling as well as volatile
semiochemicals (Hou et al., 2016). Carotenoid cleavage products such as β-ionone, βcyclocitral and other emerging apocarotenoid signalling molecules (ACSs) (Hou et al.,
2016; Rubio-Moraga et al., 2014) are products of enzymatic cleavage as well as the
oxidative cleavage of carotenoids (Sommerburg et al., 2003). β-cyclocitral and other
ACSs act as signalling molecules in response to oxidative stress, inducing transcriptional
changes (Hou et al., 2016; Ramel et al., 2012). It has also been suggested that products of
CCDs are used for chloroplast status signalling and for inducing the regulation of genes
associated with chloroplast function (Rottet et al., 2016). Ordoudi et al. (2009) also
showed that extracts high in apocarotenoids had similar in vivo antioxidant and ROS
scavenging potential to that of phenolic compounds, suggesting that the processing of the
antioxidant carotenoids through increased cleavage may not reduce the antioxidant
capacity of cells. Previously, CCD8 was found to be downregulated in SPL13i alfalfa and
upregulated in alfalfa overexpressing SPL13, further supporting a role for the
miR156/SPL network in carotenoid biosynthesis in alfalfa (Gao et al., 2018).
The upregulation of MYB53 in miR156OE plants supports previous findings that
SPL13OE reduces MYB53, despite not being supported in SPL13i plants in this study or
previous studies (Gao et al., 2018). It is possible that MYB53 is regulated redundantly by
miR156-targeted SPL transcription factors, similar to other miR156-induced phenotypes
such as flowering time in Arabidopsis (Xu et al., 2016b). Considering that SPL
transcription factors share a common consensus DNA binding element, it might be
expected that there is some redundancy to the regulation of downstream genes (Mao et
al., 2016). The R2R3 class of MYB transcription factors regulate various developmental
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and metabolic processes (Kranz et al., 1998), including phenylpropanoid metabolism and
anthocyanin biosynthesis. A BLAST search of MYB53 in M. truncatula sequences
revealed that they are closely related to Arabidopsis R2R3 MYB genes in subgroup 10
(Kranz et al., 1998). In Arabidopsis, myb9 and myb107 mutants, members of subgroup
10, accumulated relatively high levels of proanthocyanidins in seed coats (Lashbrooke et
al., 2016) while peach (Prunus persica) PpMYB9 was identified as a potential
anthocyanin activator (Zhou et al., 2016). These results suggest that R2R3 MYB subgroup
10 genes, including MYB53, are associated with the phenylpropanoid pathway and the
biosynthesis of anthocyanins but may not be definitively categorized as activators or
repressors of anthocyanin synthesis. Taken with the increased monomeric anthocyanin
contents in miR156OE genotypes under heat stress, the upregulation of MYB53 under
heat stress in miR156OE plants supports MYB53 as an anthocyanin activator in alfalfa. It
is possible that MYB53 plays a similar role in alfalfa to that of PAP1 and other
anthocyanin-associated MYB transcription factors in the accumulation of anthocyanin
(Cui et al., 2014; Gou et al., 2011). In addition to regulating phenylpropanoid pathwayassociated genes by interacting with MYB transcription factors (Gou et al., 2011), the
upregulation of MYB53, and previous studies in the lab connecting SPL13 and MYB53
(Gao et al., 2018), suggest that miR156 also contributes to anthocyanin biosynthesis by
indirectly regulating MYB53.
bZIP genes are a diverse group of transcription factors found across Eukaryota
(Amoutzias et al., 2007). bZIP genes in plants serve diverse roles clustered into 10 groups
in Arabidopsis with a few unique bZIPs as well (Jakoby et al., 2002). Different bZIP
genes are associated with growth and development; abiotic and biotic stresses; cell
signalling transduction; and photomorphogenesis (Jakoby et al., 2002). bZIPs in plants
include the TGA3 gene investigated here; TGA3 is part of the bZIP group D genes that are
associated with development and biotic stress response (Jakoby et al., 2002). This bZIP
gene had increased expression in miR156OE alfalfa under salinity stress (Arshad et al.,
2017b). TGA3 is also closely related to TEOSINTE GLUME ARCHITECTURE1 (TGA1),
which is targeted directly by miR156 in corn (Chuck et al., 2007). The differential
expression of TGA3 under heat stress would likely contribute to a suite of transcriptional
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changes in response to heat stress (Jakoby et al., 2002). Considering the difference in
plant development associated with miR156OE (Aung et al., 2015c), it follows that
transcription factors associated with developmental regulation would be differentially
expressed.
The regulation of various WD40 genes has been associated with stress responses (Mishra
et al., 2014; Mishra et al., 2012), the accumulation of anthocyanins through the MYBbHLH-WD40 complex (Gou et al., 2011) and regulation by miR156 in alfalfa (Arshad et
al., 2018). Recently, Arshad et al. (2018) showed that the regulation of WD40-2 by
miR156 under drought stress contributed to drought tolerance in alfalfa. Therein a
potential miR156 recognition site was identified and cleavage was detected albeit
upstream of the recognition site, a phenomenon previously seen in canonical miR156
targets (Gao et al., 2016; Jiao et al., 2010). While WD40-2 expression was unaffected in
miR156OE in this experiment, its downregulation in SPL13i genotype 02 suggests
miR156 may regulate WD40-2 both directly and indirectly. Stress-responsive WD40
genes may also be indirectly regulated by miR156 by the flowering associated
APETELA2 (AP2) genes (Mishra et al., 2012), which are in turn regulated by miR172
(Aukerman and Sakai, 2003; Schmid et al., 2003). As previously discussed, expression of
miR156 and miR172 are linked and inversely proportionate. It is possible the regulation
of this WD40 gene is influenced indirectly by miR156 through SPL13 but many WD40
genes are influenced by several environmental stimuli and are responsive to ABA
(Mishra et al., 2014). This may also connect the expression of WD40-2 to the expression
of NCED3; however, no differences in NCED3 expression were seen in SPL13i plants.
Despite WD40-2 contributing to miR156OE-associated drought stress tolerance in alfalfa
(Arshad et al., 2018), it was only regulated in the single heat-susceptible SPL13i
genotype under control conditions suggesting it is not contributing to miR156OEassociated heat stress tolerance. Due to the large number of WD40 genes in plants (e.g.
more than 250 in Arabidopsis) (van Nocker and Ludwig, 2003), a more thorough
molecular investigation under heat stress in alfalfa would be required to determine if and
to what extent their expression plays in heat stress tolerance definitively.
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The regulatory patterns of investigated genes in response to heat stress that were observed
in miR156OE plants were not detected in SPL13i plants. This suggests that miR156 is not
regulating these heat stress responsive genes through SPL13 and that the contributions to
heat stress tolerance by SPL13 downregulation may not be heat stress-specific but rather
a result of molecular and developmental changes providing inherent stress tolerance
advantages. However, the regulation of WD40-2 suggests that miR156 may be indirectly
regulating WD40-2 through SPL13 in addition to regulating it directly (Arshad et al.,
2018). Since targets outside of the SPL gene family, such as WD40-2 (Arshad et al.,
2018), appear to affect abiotic stress tolerance in alfalfa, the regulation of genes outside
the SPL gene family may be similarly contributing to heat stress tolerance.
While sHSPs and APX2 were downregulated in response to the overexpression of heat
stress memory-associated SPL genes in Arabidopsis (Stief et al., 2014), I observed no
differences in any of the sHSPs investigated in this study. The SPLs that Stief et al.
(2014) found necessary for heat stress memory in Arabidopsis are more closely related to
the alfalfa SPL12 (Gao et al., 2016), which was not differentially regulated under heat
stress in alfalfa. While the list of genes investigated here was by no means exhaustive, it
was targeted to genes that had previously been associated with miR156-mediated stress
tolerance in alfalfa (Arshad et al., 2017a; Arshad et al., 2017b; Gao et al., 2018) or heat
stress tolerance in Arabidopsis (Stief et al., 2014). My results suggest that the effect of
miR156 modulation in alfalfa heat stress tolerance is not necessarily through HSFmediated heat stress response or via the regulation of antioxidant enzymes, but by the
regulation of physiological responses and the accumulation of non-enzymatic
antioxidants. Transcriptome analysis through RNA sequencing and extensive gene
ontology analysis would be necessary to draw this conclusion definitively, but none of
the results here contradict it.

4.6

SPL9 influences on alfalfa growth and morphology

SPL9 expression appears to be associated with shoot and leaf development, as well as
with flowering time in alfalfa. Previous research showed SPL9 to affect shoot
development (Schwarz et al., 2008), plastochron (Wang et al., 2008) and leaf morphology
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(Wu et al., 2009) while influencing phase changes (Xu et al., 2016b) and flowering (Wu
et al., 2009; Xu et al., 2016b) via its downstream activation of miR172 (Wu et al., 2009).
Here, stem length was increased after one and two months of growth in all genotypes.
This change in stem length was unexpected considering miR156OE plants reduce stem
length while increasing node number, resulting in reduced internode length (Aung et al.,
2015b). These results suggest SPL9 has an effect on the plastochron in alfalfa as well, as
after two months of growth, two genotypes had an increased number of nodes, and
controls consistently had the lowest number of nodes. Average internode changes were
not consistent, with initial increases followed by decreases after two months. It is possible
that SPL9 is affecting the internode length by regulating the plastochron and shoot
development, as increases in stem length were more consistent. Differences observed in
stem diameter that were detected after one month were likely influenced by the stem
diameter of the initial cutting.
Results from this study suggest that, similar to previous results in Arabidopsis (He et al.,
2018), SPL9 affects alfalfa trifolia leaf length, therefore reducing the leaf area,
confirming its role in leaf morphology in the model legume Lotus japoicus (Wang et al.,
2015). Previous results in L. japonicus also showed that miR156 overexpression resulted
in smaller leaves (Wang et al., 2015). The effects of SPL9 downregulation appear to
affect the leaf length more than width, with shorter leaf length in all genotypes
investigated after both one and two months of growth, whereas only 6C plants had
narrower leaf width and only after two months of growth.
Despite the numerical increase in flowering time across all genotypes, I found no
significant differences in flowering time in SPL9i alfalfa. Results from Xu et al. (2016b)
suggest that effects of SPL genes may act redundantly to control flowering time in
Arabidopsis, with significant differences in flowering time requiring double or triple
mutant lines. It is possible that similar redundancy in SPL gene function prevents the
delays in flowering time that miR156OE alfalfa showed (Aung et al., 2015b).
While the concentration of antioxidants was not investigated in SPL9i plants,
phenotypically, leaves of SPL9i also turned purple, similar to unpublished results from
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the Hannoufa lab in which SPL13i had red/purple pigmented stems. Purple pigmentation
is a hallmark of anthocyanin and proanthocyanidin accumulation. The stress response
associations of SPL9 have largely been attributed to increased anthocyanin production via
increased DFR expression in Arabidopsis (Gou et al., 2011).

4.7

Conclusion

While miR156 was known to be involved in alfalfa drought and salinity tolerance
(Arshad et al., 2017a; Arshad et al., 2017b), the results of this study suggest that miR156
expression is naturally induced to mitigate the effects of heat stress in alfalfa (Figure 17).
miR156OE alfalfa have phenotypes associated with heat stress tolerance and increased
potential evapotranspiration such as reduced plant height and increased root length that
may contribute to heat stress tolerance. The miR156-associated heat stress tolerance
appears to be at least in part a result of the downregulation of SPL13 by miR156 while
there is no evidence to support the contribution of SPL9 to heat stress tolerance despite its
regulatory patterns and apparent accumulation of anthocyanins.
Previous research has suggested that the miR156/SPL network improves stress tolerance
by relieving oxidative stress induced by abiotic stress (Arshad et al., 2017a; Arshad et al.,
2017b; Cui et al., 2014) which is supported by my results that miR156OE and SPL13i
alfalfa accumulate higher antioxidant capacity and anthocyanin content under heat stress,
similar to results in Arabidopsis under control conditions (Gou et al., 2011). In addition
to biochemical advantages that may assist in heat stress tolerance, the upregulation of
miR156 and subsequent downregulation of SPL13 appear to reduce the stress response in
alfalfa, allowing plants to continue to transpire at higher rates, potentially reducing the
severity of heat stress by evaporative cooling, while not affecting water content. It’s
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Figure 17. A Proposed model of miR156/SPL-regulated heat stress response in
alfalfa
Solid lines indicate an evidence-supported pathway. Dashed lines indicate a suggested
pathway. Arrows indicate upregulation or enhancement and bars indicate downregulation
or repression.
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possible that the induced biochemical and physiological changes that contribute to
increased heat stress tolerance are mediated in part by genes that regulate antioxidant
biosynthesis or genes associated with hormone signalling. Together, these results suggest
that while the miR156/SPL gene network does not affect the typical HSF-mediated heat
stress response, its effect on physiology and metabolism help mitigate the effects of heat
stress at the physiological level. Furthermore, the miR156/SPL network may be useful for
alfalfa with increased tolerance to heat stress in addition to other previously investigated
abiotic stresses.
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Chapter 5

5

Future Directions

Looking forward, further research on SPL target genes, and specifically SPL13-regulated
genes associated with stress response would provide a better understanding of the role of
the miR156/SPL network in stress response. While a good start, the genes tested in this
study were by no means an exhaustive list. Next-generation sequencing data comparing
the transcriptome profiles of miR156OE or SPL13i genotypes would better identify the
genes and pathways associated with miR156/SPL network stress response.
The analysis of various metabolites in the phenylpropanoid pathway in miR156OE and
SPL13i plants by more specific techniques, such as LC-MS, might help elucidate the role
of the miR156/SPL gene network in anthocyanin biosynthesis. Holistic and precise
metabolomic investigation may identify antioxidants other than anthocyanins
contributing to differences in antioxidant potential and also uncover the role of
miR156/SPL in carotenoid metabolism. It may also be useful to analyze the antioxidant
content of stems, as SPL13i and SPL9i both show pigmentation of maturing stems. The
accumulation of anthocyanins, especially proanthocyanidins, in alfalfa forage would
represent a major advance in quality improvement.
Modulating the expression of multiple SPLs at once may help identify any functional
redundancies within the SPL gene family in alfalfa. Using the expression of miR156/SPL
genes for as molecular markers for the selective breeding or the genetic improvement of
alfalfa may generate plants that have better yield and improved stress tolerance.
Investigating miR156OE and SPL13i plants for resistance to other common abiotic and
biotic stresses would determine if there are any serious pitfalls to increasing miR156
expression or silencing SPL13, and thus such analysis should be undertaken before
applying this system to commercial field production of alfalfa.

76

References
Agriculture and Agri-Food Canada (AAFC), 2013. Synthesis Report: Lessons Learned
from the Canadian Drought Years 2001 and 2002. http://www.agr.gc.ca/eng/programsand-services/list-of-programs-and-services/drought-watch/managing-agroclimaterisk/lessons-learned-from-the-canadian-drought-years-2001-and2002/?id=1463593613430.
Agriculture and Agri-Food Canada (AAFC), 2015. Impact of climate change on Canadian
agriculture. http://www.agr.gc.ca/eng/science-and-innovation/agriculturalpractices/agriculture-and-climate/future-outlook/impact-of-climate-change-on-canadianagriculture/?id=1329321987305.
Abraham, E., Hourton-Cabassa, C., Erdei, L., Szabados, L., 2010. Methods for
determination of proline in plants. Methods in Molecular Biology 639, 317-331.
Agati, G., Azzarello, E., Pollastri, S., Tattini, M., 2012. Flavonoids as antioxidants in
plants: location and functional significance. Plant Science 196, 67-76.
Agati, G., Brunetti, C., Di Ferdinando, M., Ferrini, F., Pollastri, S., Tattini, M., 2013.
Functional roles of flavonoids in photoprotection: new evidence, lessons from the past.
Plant Physiology and Biochemistry 72, 35-45.
Ahmad, P., Jaleel, C.A., Salem, M.A., Nabi, G., Sharma, S., 2010. Roles of enzymatic
and nonenzymatic antioxidants in plants during abiotic stress. Critical Reviews in
Biotechnology 30(3), 161-175.
Al-Babili, S., Bouwmeester, H.J., 2015. Strigolactones, a novel carotenoid-derived plant
hormone. Annual Review of Plant Biology 66, 161-186.
Al-Whaibi, M.H., 2011. Plant heat-shock proteins: A mini review. Journal of King Saud
University - Science 23(2), 139-150.
Allakhverdiev, S.I., Kreslavski, V.D., Klimov, V.V., Los, D.A., Carpentier, R., Mohanty,
P., 2008. Heat stress: an overview of molecular responses in photosynthesis.
Photosynthesis Research 98(1), 541.
Allen, E., Xie, Z., Gustafson, A.M., Sung, G.H., Spatafora, J.W., Carrington, J.C., 2004.
Evolution of microRNA genes by inverted duplication of target gene sequences in
Arabidopsis thaliana. Nature Genetics 36(12), 1282-1290.
Amoutzias, G.D., Veron, A.S., Weiner, J., 3rd, Robinson-Rechavi, M., Bornberg-Bauer,
E., Oliver, S.G., Robertson, D.L., 2007. One billion years of bZIP transcription factor
evolution: conservation and change in dimerization and DNA-binding site specificity.
Molecular Biology and Evolution 24(3), 827-835.

77

Annicchiarico, P., Barrett, B., Brummer, E.C., Julier, B., Marshall, A.H., 2015.
Achievements and challenges in improving temperate perennial forage legumes. Critical
Reviews in Plant Sciences 34, 327-380.
Apel, K., Hirt, H., 2004. Reactive oxygen species: metabolism, oxidative stress, and
signal transduction. Annual Review of Plant Biology 55(1), 373-399.
Arshad, M., Feyissa, B.A., Amyot, L., Aung, B., Hannoufa, A., 2017a. MicroRNA156
improves drought stress tolerance in alfalfa (Medicago sativa) by silencing SPL13. Plant
Science 258, 122-136.
Arshad, M., Gruber, M.Y., Wall, K., Hannoufa, A., 2017b. An insight into microRNA156
role in salinity stress responses of alfalfa. Frontiers in Plant Science 8, 356.
Arshad, M., Gruber, M.Y., Hannoufa, A., 2018. Transcriptome analysis of microRNA156
overexpression alfalfa roots under drought stress. Scientific Reports 8(1), 9363.
Aukerman, M.J., Sakai, H., 2003. Regulation of flowering time and floral organ identity
by a MicroRNA and its APETALA2-like target genes. Plant Cell 15(11), 2730-2741.
Aung, B., 2014. Effects of microRNA156 on flowering time and plant architecture in
Medicago sativa. Biology Department, University of Western Ontario, London, Ontario,
p. 159.
Aung, B., Gruber, M.Y., Amyot, L., Omari, K., Bertrand, A., Hannoufa, A., 2015a.
Ectopic expression of LjmiR156 delays flowering, enhances shoot branching, and
improves forage quality in alfalfa. Plant Biotechnology Reports 9(6), 379-393.
Aung, B., Gruber, M.Y., Amyot, L., Omari, K., Bertrand, A., Hannoufa, A., 2015b.
MicroRNA156 as a promising tool for alfalfa improvement. Plant Biotechnology Journal
13(6), 779-790.
Aung, B., Gruber, M.Y., Hannoufa, A., 2015c. The MicroRNA156 system: A tool in
plant biotechnology. Biocatalysis and Agricultural Biotechnology 4(4), 432-442.
Badhan, A., Jin, L., Wang, Y., Han, S., Kowalczys, K., Brown, D.C.W., Ayala, C.J.,
Latoszek-Green, M., Miki, B., Tsang, A., McAllister, T., 2014. Expression of a fungal
ferulic acid esterase in alfalfa modifies cell wall digestibility. Biotechnology for Biofuels
7, 39.
Bagg, J., 2001. Alfalfa Autotoxicity.
http://www.omafra.gov.on.ca/english/crops/field/autotox.htm.
Baker, N.R., Rosenqvist, E., 2004. Applications of chlorophyll fluorescence can improve
crop production strategies: an examination of future possibilities. Journal of Experimental
Botany 55(403), 1607-1621.

78

Barku, M.M., Fakrudin, B., Ghosh, S., Krishnaraj, P.U., 2014. LNA mediated in situ
hybridization of miR171 and miR397a in leaf and ambient root tissues revealed
expressional homogeneity in response to shoot heat shock in Arabidopsis thaliana.
Journal of Plant Biochemistry and Biotechnology 23(1), 93-103.
Bates, L.S., Waldren, R.P., Teare, I.D., 1973. Rapid determination of free proline for
water-stress studies. Plant and Soil 39(1), 205-207.
Bauchan, G., Greene, S., 2000. Report on the status of Medicago germplasm in the
United States. Alfalfa Crop Germplasm Committee, 37th North American Alfalfa
Improvement Conference Madison, WI, July. pp. 16-19.
Berger, S.L., 2007. The complex language of chromatin regulation during transcription.
Nature 447, 407-412.
Bernstam, V.A., 1978. Heat effects on protein biosynthesis. Annual Review of Plant
Physiology 29(1), 25-46.
Bhogale, S., Mahajan, A.S., Natarajan, B., Rajabhoj, M., Thulasiram, H.V., Banerjee,
A.K., 2014. MicroRNA156: a potential graft-transmissible microRNA that modulates
plant architecture and tuberization in Solanum tuberosum ssp. andigena. Plant Physiology
164(2), 1011-1027.
Bi, X., Zhang, J., Chen, C., Zhang, D., Li, P., Ma, F., 2014. Anthocyanin contributes
more to hydrogen peroxide scavenging than other phenolics in apple peel. Food
Chemistry 152, 205-209.
Bingham, E., Hurley, L., Kaatz, D., Saunders, J., 1975. Breeding alfalfa which
regenerates from callus tissue in culture. Crop Science 15(5), 719-721.
Bland, J.M., Altman, D.G., 2004. The logrank test. BMJ : British Medical Journal
328(7447), 1073-1073.
Blesh, J., Drinkwater, L., 2013. The impact of nitrogen source and crop rotation on
nitrogen mass balances in the Mississippi River Basin. Ecological Applications 23(5),
1017-1035.
Bock, C.H., Parker, P.E., Cook, A.Z., Gottwald, T.R., 2008. Visual rating and the use of
image analysis for assessing different symptoms of citrus canker on grapefruit leaves.
Plant Disease 92, 530-541.
Bologna, N.G., Schapire, A.L., Zhai, J., Chorostecki, U., Boisbouvier, J., Meyers, B.C.,
Palatnik, J.F., 2013. Multiple RNA recognition patterns during microRNA biogenesis in
plants. Genome Research 23(10), 1675-1689.
Borevitz, J.O., Xia, Y., Blount, J., Dixon, R.A., Lamb, C., 2000. Activation tagging
identifies a conserved MYB regulator of phenylpropanoid biosynthesis. The Plant Cell
12(12), 2383-2393.
79

Boualem, A., Laporte, P., Jovanovic, M., Laffont, C., Plet, J., Combier, J.P., Niebel, A.,
Crespi, M., Frugier, F., 2008. MicroRNA166 controls root and nodule development in
Medicago truncatula. The Plant Journal 54(5), 876-887.
Briantais, J.M., Dacosta, J., Goulas, Y., Ducruet, J.M., Moya, I., 1996. Heat stress
induces in leaves an increase of the minimum level of chlorophyll fluorescence, Fo: A
time-resolved analysis. Photosynthesis research 48(1-2), 189-196.
Brodersen, P., Sakvarelidze-Achard, L., Bruun-Rasmussen, M., Dunoyer, P., Yamamoto,
Y.Y., Sieburth, L., Voinnet, O., 2008. Widespread translational inhibition by Plant
miRNAs and siRNAs. Science 320(5880), 1185-1190.
Bush, E.J., Loder, J.W., James, T.S., Mortsch, L.D., Cohen, S.J., 2014. An overview of
Canada’s changing climate, in: F.J. Warren and D.S. Lemmen. (Eds.), Canada in a
changing climate: Sector Perspectives on Impacts and Adaptation. Government of
Canada, Ottawa, ON, pp. 23-64.
Campbell, I.D., Durant D.G., Hunter, K.L., Hyatt, K.D., 2014. Food Production, in: F.J.
Warren and D.S. Lemmen (Eds.), Canada in a Changing Climate: Sector Perspectives on
Impacts and Adaptation. Government of Canada, Ottawa, ON, pp. 99-134.
Canadell, J., Jackson, R.B., Ehleringer, J.B., Mooney, H.A., Sala, O.E., Schulze, E.-D.,
1996. Maximum rooting depth of vegetation types at the global scale. Oecologia 108(4),
583-595.
Cardon, G., Höhmann, S., Klein, J., Nettesheim, K., Sardler, H., Huijser, P., 1999.
Molecular characterisation of the Arabidopsis SBP-box genes. Gene 237, 91-104.
Chaitanya, K., Sundar, D., Reddy, A.R., 2001. Mulberry leaf metabolism under high
temperature stress. Biologia Plantarum 44(3), 379-384.
Chang, C.-C., Yang, M.-H., Wen, H.-M., Chern, J.-C., 2002. Estimation of total
flavonoid content in propolis by two complementary colorimetric methods. Journal of
Food and Drug Analysis 10(3), 178-182.
Cheikh, N., Jones, R.J., 1994. Disruption of maize kernel growth and development by
heat stress (role of cytokinin/abscisic acid balance). Plant Physiology 106(1), 45-51.
Chen, H.-H., Shen, Z.-Y., Li, P.H., 1982. Adaptability of crop plants to high temperatures
stress. Crop Science 22(4), 719-725.
Chen, S., Li, H., 2016. Heat stress regulates the expression of genes at transcriptional and
post-transcriptional levels, revealed by RNA-seq in Brachypodium distachyon. Frontiers
in Plant Science 7, 2067.
Cheok, C.Y., Chin, N.L., Yusof, Y.A., Talib, R.A., Law, C.L., 2013. Optimization of
total monomeric anthocyanin (TMA) and total phenolic content (TPC) extractions from
80

mangosteen (Garcinia mangostana Linn.) hull using ultrasonic treatments. Industrial
Crops and Products 50, 1-7.
Chon, S.-U., Choi, S.-K., Jung, S., Jang, H.-G., Pyo, B.-S., Kim, S.-M., 2002. Effects of
alfalfa leaf extracts and phenolic allelochemicals on early seedling growth and root
morphology of alfalfa and barnyard grass. Crop Protection 21(10), 1077-1082.
Chuck, G., Cigan, A.M., Saeteurn, K., Hake, S., 2007. The heterochronic maize mutant
Corngrass1 results from overexpression of a tandem microRNA. Nature Genetics 39,
544-549.
Ciais, P., Reichstein, M., Viovy, N., Granier, A., Ogée, J., Allard, V., Aubinet, M.,
Buchmann, N., Bernhofer, C., Carrara, A., 2005. Europe-wide reduction in primary
productivity caused by the heat and drought in 2003. Nature 437, 529-533.
Close, D.C., Beadle, C.L., 2003. The ecophysiology of foliar anthocyanin. The Botanical
Review 69(2), 149-161.
COPA-COGECA, 2007. Lucerne: an asset to the environment. COPA-COGECA, Paris,
FR.
Costa, V., Quintanilha, A., Moradas‐Ferreira, P., 2007. Protein oxidation, repair
mechanisms and proteolysis in Saccharomyces cerevisiae. Internation Union of
Biochemistry and Molecular Biology Life 59(4‐5), 293-298.
Cui, L.G., Shan, J.X., Shi, M., Gao, J.P., Lin, H.X., 2014. The miR156-SPL9-DFR
pathway coordinates the relationship between development and abiotic stress tolerance in
plants. The Plant Journal 80(6), 1108-1117.
Dai, X., Zhao, P.X., 2011. psRNATarget: a plant small RNA target analysis server.
Nucleic Acids Research 39(2), W155-W159.
Davies, K.M., Schwinn, K.E., Deroles, S.C., Manson, D.G., Lewis, D.H., Bloor, S.J.,
Bradley, J.M., 2003. Enhancing anthocyanin production by altering competition for
substrate between flavonol synthase and dihydroflavonol 4-reductase. Euphytica 131(3),
259-268.
De Ronde, J.A., Cress, W.A., Kruger, G.H., Strasser, R.J., Van Staden, J., 2004.
Photosynthetic response of transgenic soybean plants, containing an Arabidopsis P5CR
gene, during heat and drought stress. Journal of Plant Physiology 161(11), 1211-1224.
Deryng, D., Conway, D., Ramankutty, N., Price, J., Warren, R., 2014. Global crop yield
response to extreme heat stress under multiple climate change futures. Environmental
Research Letters 9(3), 034011.
Donat, M.G., Alexander, L.V., Yang, H., Durre, I., Vose, R., Dunn, R.J.H., Willett, K.M.,
Aguilar, E., Brunet, M., Caesar, J., Hewitson, B., Jack, C., Klein-Tank, A.M.G., Kruger,
A.C., Marengo, J., Peterson, T.C., Renom, M., Oria-Rojas, C., Rusticucci, M., Salinger,
81

J., Elrayah, A.S., Sekele, S.S., Srivastava, A.K., Trewin, B., Villarroel, C., Vincent, L.A.,
Zhai, P., Zhang, X., Kitching, S., 2013. Updated analyses of temperature and
precipitation extreme indices since the beginning of the twentieth century: The HadEX2
dataset. Journal of Geophysical Research: Atmospheres 118(5), 2098-2118.
Dong, Z., Han, M.-H., Fedoroff, N., 2008. The RNA-binding proteins HYL1 and SE
promote accurate in vitro processing of pri-miRNA by DCL1. Proceedings of the
National Academy of Sciences of the United States of America 105(29), 9970-9975.
Entz, M.H., Bullied, W.J., Katepa-Mupondwa, F., 1995. Rotational benefits of forage
crops in canadian prairie cropping systems. Journal of Production Agriculture 8(4), 521529.
Food and Agriculture Organization; World Food Programme; European Union (FAO;
WFP; EU), 2018. Global report on food crises 2018.
https://docs.wfp.org/api/documents/WFP0000069227/download/?_ga=2.59509802.648561613.15299276051893383933.1529927605.
Fahad, S., Bajwa, A.A., Nazir, U., Anjum, S.A., Farooq, A., Zohaib, A., Sadia, S., Nasim,
W., Adkins, S., Saud, S., Ihsan, M.Z., Alharby, H., Wu, C., Wang, D., Huang, J., 2017.
Crop production under drought and heat stress: plant responses and management options.
Frontiers in Plant Science 8(1147).
Fan, J., McConkey, B., Wang, H., Janzen, H., 2016. Root distribution by depth for
temperate agricultural crops. Field Crops Research 189, 68-74.
Fang, Y., Spector, D.L., 2007. Identification of nuclear dicing bodies containing proteins
for microRNA biogenesis in living Arabidopsis plants. Current Biology: CB 17(9), 818823.
Feller, U., Crafts-Brandner, S.J., Salvucci, M.E., 1998. Moderately high temperatures
inhibit ribulose-1,5-bisphosphate carboxylase/oxygenase (Rubisco) activase-mediated
activation of Rubisco. Plant Physiology 116(2), 539-546.
Ferreres, F., Figueiredo, R., Bettencourt, S., Carqueijeiro, I., Oliveira, J., Gil-Izquierdo,
A., Pereira, D.M., Valentão, P., Andrade, P.B., Duarte, P., 2011. Identification of
phenolic compounds in isolated vacuoles of the medicinal plant Catharanthus roseus and
their interaction with vacuolar class III peroxidase: an H2O2 affair? Journal of
Experimental Botany 62(8), 2841-2854.
Folin, O., Ciocalteu, V., 1927. On tyrosine and tryptophane determinations in proteins.
Journal of Biological Chemistry 73(2), 627-650.
Foyer, C.H., Noctor, G., 2005. Oxidant and antioxidant signalling in plants: a re‐
evaluation of the concept of oxidative stress in a physiological context. Plant, Cell &
Environment 28(8), 1056-1071.
82

Frank, H., Cogdell, R., 1993. The photochemistry and function of carotenoids in
photosynthesis, Carotenoids in Photosynthesis. Springer, Berlin, Germany, pp. 252-326.
Fu, C., Sunkar, R., Zhou, C., Shen, H., Zhang, J.-Y., Matts, J., Wolf, J., Mann, D.G.J.,
Stewart, C.N., Tang, Y., Wang, Z.-Y., 2012. Overexpression of miR156 in switchgrass
(Panicum virgatum L.) results in various morphological alterations and leads to improved
biomass production. Plant Biotechnology Journal 10(4), 443-452.
Gabriel, J., Muñoz-Carpena, R., Quemada, M., 2012. The role of cover crops in irrigated
systems: Water balance, nitrate leaching and soil mineral nitrogen accumulation.
Agriculture, Ecosystems & Environment 155, 50-61.
Gamon, J.A., Pearcy, R.W., 1989. Leaf movement, stress avoidance and photosynthesis
in Vitis californica. Oecologia 79(4), 475-481.
Gao, R., Austin, R.S., Amyot, L., Hannoufa, A., 2016. Comparative transcriptome
investigation of global gene expression changes caused by miR156 overexpression in
Medicago sativa. BMC Genomics 17(1), 658.
Gao, R., Gruber, M.Y., Amyot, L., Hannoufa, A., 2018. SPL13 regulates shoot branching
and flowering time in Medicago sativa. Plant Molecular Biology 96(1), 119-133.
Ghosheh, H.Z., Bsoul, E.Y., Abdullah, A.Y., 2005. Utilization of alfalfa (Medicago
sativa L.) as a smother crop in field corn (Zea mays L.). Journal of Sustainable
Agriculture 25(1), 5-17.
Giacomelli, J.I., Weigel, D., Chan, R.L., Manavella, P.A., 2012. Role of recently evolved
miRNA regulation of sunflower HaWRKY6 in response to temperature damage. New
Phytologist 195(4), 766-773.
Gou, J.Y., Felippes, F.F., Liu, C.J., Weigel, D., Wang, J.W., 2011. Negative regulation of
anthocyanin biosynthesis in Arabidopsis by a miR156-targeted SPL transcription factor.
Plant Cell 23(4), 1512-1522.
Guan, Q., Lu, X., Zeng, H., Zhang, Y., Zhu, J., 2013. Heat stress induction of miR398
triggers a regulatory loop that is critical for thermotolerance in Arabidopsis. The Plant
Journal 74(5), 840-851.
Guerriero, G., Legay, S., Hausman, J.-F., 2014. Alfalfa cellulose synthase gene
expression under abiotic stress: a hitchhiker’s guide to RT-qPCR normalization. PLoS
ONE 9(8), e103808.
Guleria, P., Mahajan, M., Bhardwaj, J., Yadav, S.K., 2011. Plant small RNAs:
biogenesis, mode of action and their roles in abiotic stresses. Genomics, Proteomics &
Bioinformatics 9(6), 183-199.

83

Hamilton, E.W., Heckathorn, S.A., 2001. Mitochondrial adaptations to NaCl. Complex I
is protected by anti-oxidants and small heat shock proteins, whereas Complex II is
protected by proline and betaine. Plant Physiology 126(3), 1266-1274.
Harrison, P.J., Bugg, T.D.H., 2014. Enzymology of the carotenoid cleavage
dioxygenases: Reaction mechanisms, inhibition and biochemical roles. Archives of
Biochemistry and Biophysics 544, 105-111.
Hasanuzzaman, M., Nahar, K., Fujita, M., 2013. Extreme temperature responses,
oxidative stress and antioxidant defense in plants, Abiotic stress-Plant responses and
applications in agriculture. IntechOpen Limited, London, United Kingdom.
He, J., Xu, M., Willmann, M.R., McCormick, K., Hu, T., Yang, L., Starker, C.G., Voytas,
D.F., Meyers, B.C., Poethig, R.S., 2018. Threshold-dependent repression of SPL gene
expression by miR156/miR157 controls vegetative phase change in Arabidopsis thaliana.
PLoS Genetics 14(4), e1007337.
Helliwell, C., Waterhouse, P., 2003. Constructs and methods for high-throughput gene
silencing in plants. Methods 30(4), 289-295.
Hirsch, J., Lefort, V., Vankersschaver, M., Boualem, A., Lucas, A., Thermes, C.,
d'Aubenton-Carafa, Y., Crespi, M., 2006. Characterization of 43 non-protein-coding
mRNA genes in Arabidopsis, including the MIR162a-derived transcripts. Plant
Physiology 140(4), 1192-1204.
Horton, D.E., Johnson, N.C., Singh, D., Swain, D.L., Rajaratnam, B., Diffenbaugh, N.S.,
2015. Contribution of changes in atmospheric circulation patterns to extreme temperature
trends. Nature 522, 465-469.
Hou, X., Rivers, J., Leon, P., McQuinn, R.P., Pogson, B.J., 2016. Synthesis and function
of apocarotenoid signals in plants. Trends in Plant Science 21(9), 792-803.
Hu, T., Sun, X., Zhang, X., Nevo, E., Fu, J., 2014. An RNA sequencing transcriptome
analysis of the high-temperature stressed tall fescue reveals novel insights into plant
thermotolerance. BMC Genomics 15(1), 1147.
Iki, T., Yoshikawa, M., Meshi, T., Ishikawa, M., 2012. Cyclophilin 40 facilitates HSP90mediated RISC assembly in plants. The EMBO Journal 31(2), 267-278.
Iki, T., Yoshikawa, M., Nishikiori, M., Jaudal, M.C., Matsumoto-Yokoyama, E.,
Mitsuhara, I., Meshi, T., Ishikawa, M., 2010. In vitro assembly of plant RNA-induced
silencing complexes facilitated by molecular chaperone HSP90. Molecular cell 39(2),
282-291.
Iuchi, S., Kobayashi, M., Taji, T., Naramoto, M., Seki, M., Kato, T., Tabata, S.,
Kakubari, Y., Yamaguchi-Shinozaki, K., Shinozaki, K., 2001. Regulation of drought
tolerance by gene manipulation of 9-cis-epoxycarotenoid dioxygenase, a key enzyme in
abscisic acid biosynthesis in Arabidopsis. The Plant Journal 27(4), 325-333.
84

Jakoby, M., Weisshaar, B., Droge-Laser, W., Vicente-Carbajosa, J., Tiedemann, J., Kroj,
T., Parcy, F., 2002. bZIP transcription factors in Arabidopsis. Trends in Plant Science
7(3), 106-111.
Jena, N.R., 2012. DNA damage by reactive species: Mechanisms, mutation and repair.
Journal of Biosciences 37(3), 503-517.
Jia, X.L., Chen, Y.K., Xu, X.Z., Shen, F., Zheng, Q.B., Du, Z., Wang, Y., Wu, T., Xu,
X.F., Han, Z.H., Zhang, X.Z., 2017. miR156 switches on vegetative phase change under
the regulation of redox signals in apple seedlings. Scientific Reports 7(1), 14223.
Jiao, W., Li, P., Zhang, J., Zhang, H., Chang, Z., 2005. Small heat-shock proteins
function in the insoluble protein complex. Biochemical and Biophysical Research
Communications 335(1), 227-231.
Jiao, Y., Wang, Y., Xue, D., Wang, J., Yan, M., Liu, G., Dong, G., Zeng, D., Lu, Z., Zhu,
X., Qian, Q., Li, J., 2010. Regulation of OsSPL14 by OsmiR156 defines ideal plant
architecture in rice. Nature Genetics 42, 541-544.
Jung, J.-H., Seo, Y.-H., Seo, P.J., Reyes, J.L., Yun, J., Chua, N.-H., Park, C.-M., 2007.
The GIGANTEA-Regulated MicroRNA172 Mediates photoperiodic flowering
independent of CONSTANS in Arabidopsis. The Plant Cell 19(9), 2736-2748.
Jung, J.H., Ju, Y., Seo, P.J., Lee, J.H., Park, C.M., 2012. The SOC1‐SPL module
integrates photoperiod and gibberellic acid signals to control flowering time in
Arabidopsis. The Plant Journal 69(4), 577-588.
Kaiser, H., 2009. The relation between stomatal aperture and gas exchange under
consideration of pore geometry and diffusional resistance in the mesophyll. Plant, Cell &
Environment 32(8), 1091-1098.
Karim, M., Fracheboud, Y., Stamp, P., 1999. Photosynthetic activity of developing leaves
of Zea mays is less affected by heat stress than that of developed leaves. Physiologia
Plantarum 105(4), 685-693.
Kim, J.Y., Oh, J.E., Noh, Y.S., Noh, B., 2015. Epigenetic control of juvenile‐to‐adult
phase transition by the Arabidopsis SAGA‐like complex. The Plant Journal 83(3), 537545.
Kirtman, B., Power, S.B., Adedoyin, J.A., Boer, G.J., Bojariu, R., Camilloni, I., DoblasReyes, F.J., Fiore, A.M., Kimoto, M., Meehl, G.A., Prather, M., Sarr, A., Schär, C.,
Sutton, R., van Oldenborgh, G.J., Vecchi, G., Wang, H.J., 2013. Near-term Climate
Change: Projections and Predictability, in: Stocker, T.F., Qin, D., Plattner, G.-K., Tignor,
M., Allen, S.K., Boschung, J., Nauels, A., Xia, Y., Bex, V., Midgley, P.M. (Eds.),
Climate change 2013: The physical science basis. Contribution of working group i to the
fifth assessment report of the intergovernmental panel on climate change. Cambridge
University Press, United Kingdom and New York, NY, USA.
85

Kohler, B., Hills, A., Blatt, M.R., 2003. Control of guard cell ion channels by hydrogen
peroxide and abscisic acid indicates their action through alternate signaling pathways.
Plant Physiology 131(2), 385-388.
Kong, Q., Lin, C.-l.G., 2010. Oxidative damage to RNA: mechanisms, consequences, and
diseases. Cellular and Molecular Life Sciences 67(11), 1817-1829.
Kormendi, A., Amyot, L., Omari, K., McDowell, T., Hannoufa, A., 2016. A fast,
adaptable piecewise gradient method for high-throughput quantification of leaf
carotenoids using RP-HPLC-PDA. Analytical Methods 8(24), 4955-4964.
Kranz, H.D., Denekamp, M., Greco, R., Jin, H., Leyva, A., Meissner, R.C., Petroni, K.,
Urzainqui, A., Bevan, M., Martin, C., Smeekens, S., Tonelli, C., Paz-Ares, J., Weisshaar,
B., 1998. Towards functional characterisation of the members of the R2R3-MYB gene
family from Arabidopsis thaliana. The Plant journal 16(2), 263-276.
Kruszka, K., Pacak, A., Swida-Barteczka, A., Nuc, P., Alaba, S., Wroblewska, Z.,
Karlowski, W., Jarmolowski, A., Szweykowska-Kulinska, Z., 2014. Transcriptionally
and post-transcriptionally regulated microRNAs in heat stress response in barley. Journal
of Experimental Botany 65(20), 6123-6135.
Kumar, R.R., Pathak, H., Sharma, S.K., Kala, Y.K., Nirjal, M.K., Singh, G.P., Goswami,
S., Rai, R.D., 2015. Novel and conserved heat-responsive microRNAs in wheat (Triticum
aestivum L.). Functional & Integrative Genomics 15(3), 323-348.
Lafos, M., Kroll, P., Hohenstatt, M.L., Thorpe, F.L., Clarenz, O., Schubert, D., 2011.
Dynamic regulation of H3K27 trimethylation during Arabidopsis differentiation. PLoS
Genetics 7(4), e1002040.
Landi, M., Tattini, M., Gould, K.S., 2015. Multiple functional roles of anthocyanins in
plant-environment interactions. Environmental and Experimental Botany 119, 4-17.
Larkindale, J., Knight, M.R., 2002. Protection against heat stress-induced oxidative
damage in Arabidopsis involves calcium, abscisic acid, ethylene, and salicylic acid. Plant
Physiology 128(2), 682-695.
Lashbrooke, J., Cohen, H., Levy-Samocha, D., Tzfadia, O., Panizel, I., Zeisler, V.,
Massalha, H., Stern, A., Trainotti, L., Schreiber, L., Costa, F., Aharoni, A., 2016.
MYB107 and MYB9 homologs regulate suberin deposition in angiosperms. The Plant
Cell 28(9), 2097-2116.
Laubinger, S., Sachsenberg, T., Zeller, G., Busch, W., Lohmann, J.U., Ratsch, G.,
Weigel, D., 2008. Dual roles of the nuclear cap-binding complex and SERRATE in premRNA splicing and microRNA processing in Arabidopsis thaliana. Proceedings of the
National Academy of Sciences of the United States of America 105(25), 8795-8800.

86

Lauter, N., Kampani, A., Carlson, S., Goebel, M., Moose, S.P., 2005. microRNA172
down-regulates glossy15 to promote vegetative phase change in maize. Proceedings of
the National Academy of Sciences of the United States of America 102(26), 9412-9417.
Lee, R.C., Feinbaum, R.L., Ambros, V., 1993. The C. elegans heterochronic gene lin-4
encodes small RNAs with antisense complementarity to lin-14. Cell 75(5), 843-854.
Lee, Y., Kim, M., Han, J., Yeom, K.-H., Lee, S., Baek, S.H., Kim, V.N., 2004.
MicroRNA genes are transcribed by RNA polymerase II. The EMBO Journal 23(20),
4051-4060.
Lesins, K.A., Lesins, I., 1979. Genus Medicago (Leguminosae): a taxogenetic study.
Springer Netherlands, The Hague, Netherlands.
Lesk, C., Rowhani, P., Ramankutty, N., 2016. Influence of extreme weather disasters on
global crop production. Nature 529, 84-87.
Li, C., Zhang, B., 2016. MicroRNAs in control of plant development. Journal of Cellular
Physiology 231(2), 303-313.
Li, W., Wei, Z., Qiao, Z., Wu, Z., Cheng, L., Wang, Y., 2013. Proteomics analysis of
alfalfa response to heat stress. PLoS ONE 8(12), e82725.
Li, X., Gao, M.-J., Pan, H.-Y., Cui, D.-J., Gruber, M.Y., 2010. Purple canola:
Arabidopsis PAP1 increases antioxidants and phenolics in Brassica napus leaves. Journal
of Agricultural and Food Chemistry 58(3), 1639-1645.
Lima, J.C., Arenhart, R.A., Margis-Pinheiro, M., Margis, R., 2011. Aluminum triggers
broad changes in microRNA expression in rice roots. Genetics and Molecular Research
10(4), 2817-2832.
Linebarger, C.R.L., Boehlein, S.K., Sewell, A.K., Shaw, J., Hannah, L.C., 2005. Heat
stability of maize endosperm ADP-glucose pyrophosphorylase is enhanced by insertion
of a cysteine in the N terminus of the small subunit. Plant Physiology 139(4), 1625-1634.
Liu, Q., Shi, L., Fang, Y., 2012. Dicing Bodies. Plant Physiology 158(1), 61-66.
Liu, S., Ni, Y., He, Q., Wang, J., Chen, Y., Lu, C., 2017. Genome-wide identification of
microRNAs that respond to drought stress in seedlings of tertiary relict Ammopiptanthus
mongolicus. Horticultural Plant Journal 3(5), 209-218.
Liu, X., Huang, B., 2000. Heat stress injury in relation to membrane lipid peroxidation in
creeping bentgrass. Crop Science 40(2), 503-510.
Lobell, D.B., Gourdji, S.M., 2012. The influence of climate change on global crop
productivity. Plant Physiology 160(4), 1686-1697.

87

Lobell, D.B., Hammer, G.L., McLean, G., Messina, C., Roberts, M.J., Schlenker, W.,
2013. The critical role of extreme heat for maize production in the United States. Nature
Climate Change 3(5), 497-501.
Lobell, D.B., Sibley, A., Ortiz-Monasterio, J.I., 2012. Extreme heat effects on wheat
senescence in India. Nature Climate Change 2(3), 186-189.
Lotze-Campen, H., Schellnhuber, H.-J., 2009. Climate impacts and adaptation options in
agriculture: what we know and what we don’t know. Journal of Consumer Protection and
Food Safety 4(2), 145-150.
Lu, S., Sun, Y.-H., Chiang, V.L., 2009. Adenylation of plant miRNAs. Nucleic Acids
Research 37(6), 1878-1885.
Lu, S., Sun, Y.-H., Shi, R., Clark, C., Li, L., Chiang, V.L., 2005. Novel and mechanical
stress–responsive MicroRNAs in Populus trichocarpa that are absent from Arabidopsis.
The Plant Cell 17(8), 2186-2203.
Lu, Y.-C., Watkins, K.B., Teasdale, J.R., Abdul-Baki, A.A., 2000. Cover crops in
sustainable food production. Food Reviews International 16(2), 121-157.
Luo, Y., Guo, Z., Li, L., 2013. Evolutionary conservation of microRNA regulatory
programs in plant flower development. Developmental Biology 380(2), 133-144.
Manavella, P.A., Koenig, D., Weigel, D., 2012. Plant secondary siRNA production
determined by microRNA-duplex structure. Proceedings of the National Academy of
Sciences of the United States of America 109(7), 2461-2466.
Mangrauthia, S.K., Bhogireddy, S., Agarwal, S., Prasanth, V.V., Voleti, S.R.,
Neelamraju, S., Subrahmanyam, D., 2017. Genome-wide changes in microRNA
expression during short and prolonged heat stress and recovery in contrasting rice
cultivars. Journal of Experimental Botany 68(9), 2399-2412.
Mao, H.D., Yu, L.J., Li, Z.J., Yan, Y., Han, R., Liu, H., Ma, M., 2016. Genome-wide
analysis of the SPL family transcription factors and their responses to abiotic stresses in
maize. Plant Gene 6, 1-12.
Martin, R.C., Asahina, M., Liu, P.-P., Kristof, J.R., Coppersmith, J.L., Pluskota, W.E.,
Bassel, G.W., Goloviznina, N.A., Nguyen, T.T., Martínez-Andújar, C., Arun Kumar,
M.B., Pupel, P., Nonogaki, H., 2010a. The microRNA156 and microRNA172 gene
regulation cascades at post-germinative stages in Arabidopsis. Seed Science Research
20(2), 79-87.
Martin, R.C., Asahina, M., Liu, P.-P., Kristof, J.R., Coppersmith, J.L., Pluskota, W.E.,
Bassel, G.W., Goloviznina, N.A., Nguyen, T.T., Martínez-Andújar, C., Arun Kumar,
M.B., Pupel, P., Nonogaki, H., 2010b. The regulation of post-germinative transition from
the cotyledon- to vegetative-leaf stages by microRNA-targeted SQUAMOSA
88

PROMOTER-BINDING PROTEIN LIKE13 in Arabidopsis. Seed Science Research 20(2),
89-96.
Mathur, S., Allakhverdiev, S.I., Jajoo, A., 2011. Analysis of high temperature stress on
the dynamics of antenna size and reducing side heterogeneity of Photosystem II in wheat
leaves (Triticum aestivum). Biochimica et Biophysica Acta - Bioenergetics 1807(1), 2229.
Maunoury, N., Vaucheret, H., 2011. AGO1 and AGO2 act redundantly in miR408mediated Plantacyanin regulation. PLoS ONE 6(12), e28729.
McCoy, T.J., Bingham, E.T., 1991. Alfalfa cytogenetics, in : Tsuchiya, T., Gupta, P.K.
(Eds.), Developments in Plant Genetics and Breeding. Elsevier, New York, NY, USA,
pp. 399-418.
Mendelsohn, R., Morrison, W., Schlesinger, M.E., Andronova, N.G., 2000. Countryspecific market impacts of climate change. Climatic Change 45(3), 553-569.
Meng, Y., Chen, D., Ma, X., Mao, C., Cao, J., Wu, P., Chen, M., 2010. Mechanisms of
microRNA-mediated auxin signaling inferred from the rice mutant osaxr. Plant Signaling
& Behavior 5(3), 252-254.
Millar, A.A., Waterhouse, P.M., 2005. Plant and animal microRNAs: similarities and
differences. Functional & Integrative Genomics 5(3), 129-135.
Mishra, A.K., Muthamilarasan, M., Khan, Y., Parida, S.K., Prasad, M., 2014. Genomewide investigation and expression analyses of WD40 protein family in the model plant
foxtail millet (Setaria italica L.). PLoS ONE 9(1), e86852.
Mishra, A.K., Puranik, S., Bahadur, R.P., Prasad, M., 2012. The DNA-binding activity of
an AP2 protein is involved in transcriptional regulation of a stress-responsive gene,
SiWD40, in foxtail millet. Genomics 100(4), 252-263.
Mishra, S.K., Tripp, J., Winkelhaus, S., Tschiersch, B., Theres, K., Nover, L., Scharf,
K.D., 2002. In the complex family of heat stress transcription factors, HsfA1 has a unique
role as master regulator of thermotolerance in tomato. Genes & Development 16(12),
1555-1567.
Mittler, R., Vanderauwera, S., Gollery, M., Van Breusegem, F., 2004. Reactive oxygen
gene network of plants. Trends in Plant Science 9(10), 490-498.
Moffatt, J., Sears, R., Paulsen, G., 1990. Wheat high temperature tolerance during
reproductive growth. I. Evaluation by chlorophyll fluorescence. Crop Science 30(4), 881885.
Møller, P., Wallin, H., 1998. Adduct formation, mutagenesis and nucleotide excision
repair of DNA damage produced by reactive oxygen species and lipid peroxidation
product. Mutation Research 410(3), 271-290.
89

Morgan, J.M., 1984. Osmoregulation and water stress in higher plants. Annual Review of
Plant Physiology 35(1), 299-319.
Moriondo, M., Bindi, M., Kundzewicz, Z.W., Szwed, M., Chorynski, A., Matczak, P.,
Radziejewski, M., McEvoy, D., Wreford, A., 2010. Impact and adaptation opportunities
for European agriculture in response to climatic change and variability. Mitigation and
Adaptation Strategies for Global Change 15(7), 657-679.
Moriondo, M., Giannakopoulos, C., Bindi, M., 2011. Climate change impact assessment:
the role of climate extremes in crop yield simulation. Climatic Change 104(3-4), 679-701.
North American Alfalfa Improvement Conference (NAAIC), 2017. Importance of alfalfa.
https://www.naaic.org/resource/importance.php.
Nakabayashi, R., Yonekura-Sakakibara, K., Urano, K., Suzuki, M., Yamada, Y.,
Nishizawa, T., Matsuda, F., Kojima, M., Sakakibara, H., Shinozaki, K., Michael, A.J.,
Tohge, T., Yamazaki, M., Saito, K., 2014. Enhancement of oxidative and drought
tolerance in Arabidopsis by overaccumulation of antioxidant flavonoids. The Plant
Journal 77(3), 367-379.
Nambara, E., Marion-Poll, A., 2005. Abscisic acid biosynthesis and catabolism. Annual
Reviews of Plant Biology 56, 165-185.
Nardone, A., Ronchi, B., Lacetera, N., Ranieri, M.S., Bernabucci, U., 2010. Effects of
climate changes on animal production and sustainability of livestock systems. Livestock
Science 130(1), 57-69.
Nelson, G.C., Valin, H., Sands, R.D., Havlík, P., Ahammad, H., Deryng, D., Elliott, J.,
Fujimori, S., Hasegawa, T., Heyhoe, E., 2014. Climate change effects on agriculture:
Economic responses to biophysical shocks. Proceedings of the National Academy of
Sciences of the United States of America 111(9), 3274-3279.
Ni, Z., Kim, E.-D., Ha, M., Lackey, E., Liu, J., Zhang, Y., Sun, Q., Chen, Z.J., 2009.
Altered circadian rhythms regulate growth vigor in hybrids and allopolyploids. Nature
457, 327-331.
Nonogaki, H., 2010. MicroRNA gene regulation cascades during early stages of plant
development. Plant and Cell Physiology 51(11), 1840-1846.
Nover, L., Bharti, K., Döring, P., Mishra, S.K., Ganguli, A., Scharf, K.-D., 2001.
Arabidopsis and the heat stress transcription factor world: how many heat stress
transcription factors do we need? Cell Stress & Chaperones 6(3), 177-189.
Natural Resource Council Canada (NRC), 2008. Overview of climate change in canada.
http://www.nrcan.gc.ca/environment/resources/publications/impactsadaptation/reports/assessments/2008/ch2/10321.

90

Ordoudi, S.A., Befani, C.D., Nenadis, N., Koliakos, G.G., Tsimidou, M.Z., 2009. Further
examination of antiradical properties of Crocus sativus stigmas extract rich in crocins.
Journal of Agricultural and Food Chemistry 57(8), 3080-3086.
Padmanabhan, M.S., Ma, S., Burch-Smith, T.M., Czymmek, K., Huijser, P., DineshKumar, S.P., 2013. Novel positive regulatory role for the SPL6 transcription factor in the
N TIR-NB-LRR receptor-mediated plant innate immunity. PLoS Pathogens 9(3),
e1003235.
Pandey, R., Müller, A., Napoli, C.A., Selinger, D.A., Pikaard, C.S., Richards, E.J.,
Bender, J., Mount, D.W., Jorgensen, R.A., 2002. Analysis of histone acetyltransferase
and histone deacetylase families of Arabidopsis thaliana suggests functional
diversification of chromatin modification among multicellular eukaryotes. Nucleic Acids
Research 30(23), 5036-5055.
Park, C.-J., Seo, Y.-S., 2015. Heat shock proteins: a review of the molecular chaperones
for plant immunity. The Plant Pathology Journal 31(4), 323-333.
Park, M.Y., Wu, G., Gonzalez-Sulser, A., Vaucheret, H., Poethig, R.S., 2005. Nuclear
processing and export of microRNAs in Arabidopsis. Proceedings of the National
Academy of Sciences of the United States of America 102(10), 3691-3696.
Park, W., Li, J., Song, R., Messing, J., Chen, X., 2002. CARPEL FACTORY, a Dicer
homolog, and HEN1, a novel protein, act in microRNA metabolism in Arabidopsis
thaliana. Current Biology: CB 12(17), 1484-1495.
Pękal, A., Pyrzynska, K., 2014. Evaluation of aluminium complexation reaction for
flavonoid content assay. Food Analytical Methods 7(9), 1776-1782.
Petrov, V., Hille, J., Mueller-Roeber, B., Gechev, T.S., 2015. ROS-mediated abiotic
stress-induced programmed cell death in plants. Frontiers in Plant Science 6, 69.
Piao, S., Ciais, P., Huang, Y., Shen, Z., Peng, S., Li, J., Zhou, L., Liu, H., Ma, Y., Ding,
Y., Friedlingstein, P., Liu, C., Tan, K., Yu, Y., Zhang, T., Fang, J., 2010. The impacts of
climate change on water resources and agriculture in China. Nature 467, 43-51.
Piluzza, G., Bullitta, S., 2011. Correlations between phenolic content and antioxidant
properties in twenty-four plant species of traditional ethnoveterinary use in the
Mediterranean area. Pharmaceutical Biology 49(3), 240-247.
Porter, J.R., Xie, L., Challinor, A.J., Cochrane, K., Howden, S.M., Iqbal, M.M., Lobell,
D.B., Travasso, M.I., 2014. Food security and food production systems, in: Field, C.B.,
Barros, V.R., Dokken, D.J., Mach, K.J., Mastrandrea, M.D., Bilir, T.E., Chatterjee, M.,
Ebi, K.L., Estrada, Y.O., Genova, R.C., Girma, B., Kissel, E.S., Levy, A.N.,
MacCracken, S., Mastrandrea, P.R., White, L.L. (Eds.), Climate Change 2014: impacts,
adaptation, and vulnerability. Part A: Global and sectoral aspects. Contribution of
Working Group II to the Fifth Assessment Report of the Intergovernmental Panel of
91

Climate Change. Cambridge University Press, Cambridge, United Kingdom and New
York, NY, USA, pp. 485-533.
Preston, J.C., Hileman, L., 2013. Functional evolution in the plant SQUAMOSAPROMOTER BINDING PROTEIN-LIKE (SPL) gene family. Frontiers in Plant Science
4, 80.
Putnam, D.H., Summers, C.G., Orloff, S.B., 2007. Alfalfa production systems in
california., in: Summers, C.G., Putnam, D.H. (Eds.), Irrigated alfalfa management for
Mediterranean and Desert zones. University of California Agriculture and Natural
Resources, Oakland, CA.
Qin, X., Zeevaart, J.A., 1999. The 9-cis-epoxycarotenoid cleavage reaction is the key
regulatory step of abscisic acid biosynthesis in water-stressed bean. Proceedings of the
National Academy of Sciences of the United States of America 96(26), 15354-15361.
Rajagopalan, R., Vaucheret, H., Trejo, J., Bartel, D.P., 2006. A diverse and evolutionarily
fluid set of microRNAs in Arabidopsis thaliana. Genes & Development 20(24), 34073425.
Ramel, F., Birtic, S., Ginies, C., Soubigou-Taconnat, L., Triantaphylidès, C., Havaux, M.,
2012. Carotenoid oxidation products are stress signals that mediate gene responses to
singlet oxygen in plants. Proceedings of the National Academy of Sciences of the United
States of America 109(14), 5535-5540.
Rapaport, T., Hochberg, U., Shoshany, M., Karnieli, A., Rachmilevitch, S., 2015.
Combining leaf physiology, hyperspectral imaging and partial least squares-regression
(PLS-R) for grapevine water status assessment. ISPRS Journal of Photogrammetry and
Remote Sensing 109, 88-97.
Reed, R., Travis, R.L., 1987. Paraheliotropic leaf movements in mature alfalfa canopies.
Crop Science 27, 301-304.
Ren, G., Yu, B., 2012. Critical roles of RNA-binding proteins in miRNA biogenesis in
Arabidopsis. RNA Biology 9(12), 1424-1428.
Rind, D., Goldberg, R., Hansen, J., Rosenzweig, C., Ruedy, R., 1990. Potential
evapotranspiration and the likelihood of future drought. Journal of Geophysical Research
95, 9983-10004.
Ritossa, F., 1962. A new puffing pattern induced by temperature shock and DNP in
Drosophila. Experientia 18(12), 571-573.
Rosenzweig, C., Elliott, J., Deryng, D., Ruane, A.C., Müller, C., Arneth, A., Boote, K.J.,
Folberth, C., Glotter, M., Khabarov, N., 2014. Assessing agricultural risks of climate
change in the 21st century in a global gridded crop model intercomparison. Proceedings
of the National Academy of Sciences of the United States of America 111(9), 3268-3273.
92

Rottet, S., Devillers, J., Glauser, G., Douet, V., Besagni, C., Kessler, F., 2016.
Identification of plastoglobules as a site of carotenoid cleavage. Frontiers in Plant Science
7, 1855.
Rubio-Moraga, A., Rambla, J.L., Fernández-de-Carmen, A., Trapero-Mozos, A.,
Ahrazem, O., Orzáez, D., Granell, A., Gómez-Gómez, L., 2014. New target carotenoids
for CCD4 enzymes are revealed with the characterization of a novel stress-induced
carotenoid cleavage dioxygenase gene from Crocus sativus. Plant Molecular Biology
86(4), 555-569.
Sah, S.K., Reddy, K.R., Li, J., 2016. Abscisic acid and abiotic stress tolerance in crop
plants. Frontiers in Plant Science 7, 571.
Sailaja, B., Mangrauthia, S.K., Sarla, N., Voleti, S.R., 2014. Transcriptomics of heat
stress in plants, in: Ahmad, P., Wani, M.R., Azooz, M.M., Phan Tran, L.-S. (Eds.),
Improvement of crops in the era of climatic changes. Springer New York, New York,
NY, pp. 49-89.
Samad, A.F.A., Sajad, M., Nazaruddin, N., Fauzi, I.A., Murad, A.M.A., Zainal, Z.,
Ismail, I., 2017. MicroRNA and transcription factor: key players in plant regulatory
network. Frontiers in Plant Science 8, 565.
Sanderson, M.A., Adler, P.R., 2008. Perennial forages as second generation bioenergy
crops. International Journal of Molecular Sciences 9(5), 768-788.
Schandry, N., 2017. A practical guide to visualization and statistical analysis of R.
solanacearum infection data using R. Frontiers in Plant Science 8, 623.
Schauer, S.E., Jacobsen, S.E., Meinke, D.W., Ray, A., 2002. DICER-LIKE1: blind men
and elephants in Arabidopsis development. Trends in Plant Science 7(11), 487-491.
Schenk, R.U., Hildebrandt, A., 1972. Medium and techniques for induction and growth of
monocotyledonous and dicotyledonous plant cell cultures. Canadian Journal of Botany
50(1), 199-204.
Schlenker, W., Lobell, D.B., 2010. Robust negative impacts of climate change on African
agriculture. Environmental Research Letters 5(1), 014010.
Schmid, M., Uhlenhaut, N.H., Godard, F., Demar, M., Bressan, R., Weigel, D., Lohmann,
J.U., 2003. Dissection of floral induction pathways using global expression analysis.
Development 130(24), 6001-6012.
Schmidhuber, J., Tubiello, F.N., 2007. Global food security under climate change.
Proceedings of the National Academy of Sciences of the United States of America
104(50), 19703-19708.
Schramm, F., Larkindale, J., Kiehlmann, E., Ganguli, A., Englich, G., Vierling, E., von
Koskull-Doring, P., 2008. A cascade of transcription factor DREB2A and heat stress
93

transcription factor HsfA3 regulates the heat stress response of Arabidopsis. The Plant
Journal 53(2), 264-274.
Schwartz, S.H., Léon-Kloosterziel, K.M., Koornneef, M., Zeevaart, J.A., 1997.
Biochemical characterization of the aba2 and aba3 mutants in Arabidopsis thaliana.
Plant Physiology 114(1), 161-166.
Schwarz, S., Grande, A.V., Bujdoso, N., Saedler, H., Huijser, P., 2008. The microRNA
regulated SBP-box genes SPL9 and SPL15 control shoot maturation in Arabidopsis. Plant
Molecular Biology 67, 183-195.
Sheaffer, C., Russelle, M., Heichel, G., Hall, M., Thicke, F., 1991. Nonharvested forage
legumes: nitrogen and dry matter yields and effects on a subsequent corn crop. Journal of
Production Agriculture 4(4), 520-525.
Shi, M.-Z., Xie, D.-Y., 2014. Biosynthesis and metabolic engineering of anthocyanins in
Arabidopsis thaliana. Recent Patents on Biotechnology 8(1), 47-60.
Shikata, M., Koyama, T., Mitsuda, N., Ohme-Takagi, M., 2009. Arabidopsis SBP-box
genes SPL10, SPL11 and SPL2 control morphological change in association with shoot
maturation in the reproductive phase. Plant and Cell Physiology 50.
Shu, Y., Liu, Y., Li, W., Song, L., Zhang, J., Guo, C., 2016. Genome-wide investigation
of microRNAs and their targets in response to freezing stress in Medicago sativa L.,
based on high-throughput sequencing. G3: Genes|Genomes|Genetics 6(3), 755-765.
Singleton, V.L., Orthofer, R., Lamuela-Raventós, R.M., 1999. Analysis of total phenols
and other oxidation substrates and antioxidants by means of folin-ciocalteu reagent,
Methods in Enzymology 299, 152-178.
Small, E., 2011. Alfalfa and relatives: evolution and classification of Medicago. NRC
Research Press/CAB International, Ottawa, Canada.
Sommerburg, O., Langhans, C.-D., Arnhold, J., Leichsenring, M., Salerno, C., Crifò, C.,
Hoffmann, G.F., Debatin, K.-M., Siems, W.G., 2003. β-Carotene cleavage products after
oxidation mediated by hypochlorous acid—a model for neutrophil-derived degradation.
Free Radical Biology and Medicine 35(11), 1480-1490.
Song, Y., Chen, Q., Ci, D., Shao, X., Zhang, D., 2014. Effects of high temperature on
photosynthesis and related gene expression in poplar. BMC Plant Biology 14, 111.
Stark, G., 2005. Functional consequences of oxidative membrane damage. The Journal of
Membrane Biology 205(1), 1-16.
Statistics Canada, 2011. Figure 19 Proportion of total field crop area in selected crops,
1981 to 2011, in Snapshot of Canadian agriculture. http://www.statcan.gc.ca/pub/95640-x/2011001/p1/figs/figure19-eng.htm.
94

Statistics Canada, 2018. Table: 32-10-0416-01 - Hay and field crops, every 5 years.
https://www150.statcan.gc.ca/t1/tbl1/en/tv.action?pid=3210041601&pickMembers%5B0
%5D=1.1&pickMembers%5B1%5D=2.22.
Stief, A., Altmann, S., Hoffmann, K., Pant, B.D., Scheible, W.R., Bäurle, I., 2014.
Arabidopsis miR156 regulates tolerance to recurring environmental stress through SPL
transcription factors. Plant Cell 26(4), 1792-1807.
Strock, J.S., Porter, P.M., Russelle, M.P., 2004. Cover cropping to reduce nitrate loss
through subsurface drainage in the northern U.S. corn belt. Journal of Environmental
Quality 33(3), 1010-1016.
Sullivan, C.Y., Eastin, J.D., 1974. Plant physiological responses to water stress.
Agricultural Meteorology 14(1), 113-127.
Sun, Y., MacRae, T.H., 2005. Small heat shock proteins: molecular structure and
chaperone function. Cellular and Molecular Life Sciences CMLS 62(21), 2460-2476.
Sunkar, R., Girke, T., Jain, P.K., Zhu, J.-K., 2005. Cloning and characterization of
microRNAs from rice. The Plant Cell 17(5), 1397-1411.
Sunkar, R., Li, Y.-F., Jagadeeswaran, G., 2012. Functions of microRNAs in plant stress
responses. Trends in Plant Science 17(4), 196-203.
Teixeira, E.I., Fischer, G., van Velthuizen, H., Walter, C., Ewert, F., 2013. Global hotspots of heat stress on agricultural crops due to climate change. Agricultural and Forest
Meteorology 170, 206-215.
Tian, L., Wang, H., Wu, K., Latoszek-Green, M., Hu, M., Miki, B., Brown, D., 2002.
Efficient recovery of transgenic plants through organogenesis and embryogenesis using a
cryptic promoter to drive marker gene expression. Plant Cell Reports 20(12), 1181-1187.
Tozzi, E.S., Easlon, H.M., Richards, J.H., 2013. Interactive effects of water, light and
heat stress on photosynthesis in Fremont cottonwood. Plant, Cell & Environment 36(8),
1423-1434.
Trenberth, K.E., Jones, P.D., Ambenje, P., Bojariu, R., Easterling, D., Klein Tank, A.,
Parker, D., Rahimzadeh, F., Renwick, J.A., Rusticucci, M., Soden, B., and Zhai, P., 2007.
Observations: surface and atmospheric climate change, in: S. Solomon, D. Qin, M.
Manning, Z. Chen, M. Marquis, K.B. Averyt, Tignor, M. and H.L. Miller (Eds.), Climate
Change 2007: The physical science basis, Contribution of working group I to the fourth
assessment report of the Intergovernmental Panel on Climate Change. Cambridge
University Press, Cambridge, United Kingdom. pp. 235-336.
Trovato, M., Mattioli, R., Costantino, P., 2008. Multiple roles of proline in plant stress
tolerance and development. Rendiconti Lincei 19(4), 325-346.

95

Turner, N.C., 1988. Measurement of plant water status by the pressure chamber
technique. Irrigation Science 9(4), 289-308.
Undersander, D., Mertens, D.R., Thiex, N., 1993. Forage analyses. National Forage
Testing Association, Omaha, NE.
Urban, J., Ingwers, M.W., McGuire, M.A., Teskey, R.O., 2017. Increase in leaf
temperature opens stomata and decouples net photosynthesis from stomatal conductance
in Pinus taeda and Populus deltoides x nigra. Journal of Experimental Botany 68(7),
1757-1767.
van Nocker, S., Ludwig, P., 2003. The WD-repeat protein superfamily in Arabidopsis:
conservation and divergence in structure and function. BMC Genomics 4, 50-50.
Varkonyi-Gasic, E., Wu, R., Wood, M., Walton, E.F., Hellens, R.P., 2007. Protocol: a
highly sensitive RT-PCR method for detection and quantification of microRNAs. Plant
Methods 3(1), 12.
Vaucheret, H., Beclin, C., Fagard, M., 2001. Post-transcriptional gene silencing in plants.
Journal of Cell Science 114(17), 3083-3091.
Vaucheret, H., Vazquez, F., Crete, P., Bartel, D.P., 2004. The action of ARGONAUTE1
in the miRNA pathway and its regulation by the miRNA pathway are crucial for plant
development. Genes & Development 18(10), 1187-1197.
Vazquez, F., Blevins, T., Ailhas, J., Boller, T., Meins, J.F., 2008. Evolution of
Arabidopsis MIR genes generates novel microRNA classes. Nucleic Acids Research
36(20), 6429-6438.
Vazquez, F., Gasciolli, V., Crete, P., Vaucheret, H., 2004. The nuclear dsRNA binding
protein HYL1 is required for microRNA accumulation and plant development, but not
posttranscriptional transgene silencing. Current Biology: CB 14(4), 346-351.
Verhallen, A., Hayes, A., Taylor, T., 2001. Cover crops: alfalfa.
http://www.omafra.gov.on.ca/english/crops/facts/cover_crops01/alfalfa.htm.
Volenec, J., Cunningham, S., Haagenson, D., Berg, W., Joern, B., Wiersma, D., 2002.
Physiological genetics of alfalfa improvement: past failures, future prospects. Field Crops
Research 75(2-3), 97-110.
Vollenweider, P., Gunthardt-Goerg, M.S., 2005. Diagnosis of abiotic and biotic stress
factors using the visible symptoms in foliage. Environmental Pollution 137(3), 455-465.
Wahid, A., Gelani, S., Ashraf, M., Foolad, M.R., 2007. Heat tolerance in plants: an
overview. Environmental and Experimental Botany 61(3), 199-223.
Wang, H., Wang, H., 2015. The miR156/SPL module, a regulatory hub and versatile
toolbox, gears up crops for enhanced agronomic traits. Molecular Plant 8(5), 677-688.
96

Wang, J.-W., 2014. Regulation of flowering time by the miR156-mediated age pathway.
Journal of Experimental Botany 65(17), 4723-4730.
Wang, J.-W., Park, M.Y., Wang, L.-J., Koo, Y., Chen, X.-Y., Weigel, D., Poethig, R.S.,
2011. MiRNA control of vegetative phase change in trees. PLoS Genetics 7(2),
e1002012.
Wang, J.W., Schwab, R., Czech, B., Mica, E., Weigel, D., 2008. Dual effects of miR156targeted SPL genes and CYP78A5/KLUH on plastochron length and organ size in
Arabidopsis thaliana. Plant Cell 20(5), 1231-1243.
Wang, Q., Liu, N., Yang, X., Tu, L., Zhang, X., 2016. Small RNA-mediated responses to
low- and high-temperature stresses in cotton. Scientific Reports 6, 35558.
Wang, W., Vinocur, B., Shoseyov, O., Altman, A., 2004. Role of plant heat-shock
proteins and molecular chaperones in the abiotic stress response. Trends in Plant Science
9(5), 244-252.
Wang, Y., Sun, F., Cao, H., Peng, H., Ni, Z., Sun, Q., Yao, Y., 2012. TamiR159 directed
wheat TaGAMYB cleavage and its involvement in anther development and heat response.
PLoS ONE 7(11), e48445.
Wang, Y., Wang, Z., Amyot, L., Tian, L., Xu, Z., Gruber, M.Y., Hannoufa, A., 2015.
Ectopic expression of miR156 represses nodulation and causes morphological and
developmental changes in Lotus japonicus. Molecular Genetics and Genomics 290(2),
471-484.
Wei, S., Gruber, M.Y., Yu, B., Gao, M.J., Khachatourians, G.G., Hegedus, D.D., Parkin,
I.A., Hannoufa, A., 2012. Arabidopsis mutant sk156 reveals complex regulation of
SPL15 in a miR156-controlled gene network. BMC Plant Biology 12, 169.
Wei, S., Yu, B., Gruber, M.Y., Khachatourians, G.G., Hegedus, D.D., Hannoufa, A.,
2010. Enhanced seed carotenoid levels and branching in transgenic Brassica napus
expressing the Arabidopsis miR156b gene. Journal of Agricultural and Food Chemistry
58(17), 9572-9578.
Wienholds, E., Plasterk, R.H., 2005. MicroRNA function in animal development. FEBS
letters 579(26), 5911-5922.
Wightman, B., Ha, I., Ruvkun, G., 1993. Posttranscriptional regulation of the
heterochronic gene lin-14 by lin-4 mediates temporal pattern formation in C. elegans.
Cell 75(5), 855-862.
Wise, R.R., Olson, A.J., Schrader, S.M., Sharkey, T.D., 2004. Electron transport is the
functional limitation of photosynthesis in field‐grown Pima cotton plants at high
temperature. Plant, Cell & Environment 27(6), 717-724.

97

World Meterological Organization (WMO), 2004. WMO statement on the status of the
global climate in 2003.
Wu, G., Park, M.Y., Conway, S.R., Wang, J.-W., Weigel, D., Poethig, R.S., 2009. The
sequential action of miR156 and miR172 regulates developmental timing in Arabidopsis.
Cell 138(4), 750-759.
Wu, G., Poethig, R.S., 2006. Temporal regulation of shoot development in Arabidopsis
thaliana by miR156 and its target SPL3. Development (Cambridge, England) 133(18),
3539-3547.
Wu, H.-J., Wang, Z.-M., Wang, M., Wang, X.-J., 2013. Widespread long noncoding
RNAs as endogenous target mimics for microRNAs in plants. Plant Physiology 161(4),
1875-1884.
Wu, M.-T., Wallner, S.J., 1985. Effect of temperature on freezing and heat stress
tolerance of cultured plant cells. Cryobiology 22(2), 191-195.
Xie, K., Shen, J., Hou, X., Yao, J., Li, X., Xiao, J., Xiong, L., 2012. Gradual increase of
miR156 regulates temporal expression changes of numerous genes during leaf
development in rice. Plant Physiology 158(3), 1382-1394.
Xie, K., Wu, C., Xiong, L., 2006. Genomic organization, differential expression, and
interaction of SQUAMOSA promoter-binding-like transcription factors and
microRNA156 in rice. Plant Physiology 142, 280-293.
Xie, Y., Liu, Y., Wang, H., Ma, X., Wang, B., Wu, G., Wang, H., 2017. Phytochromeinteracting factors directly suppress MIR156 expression to enhance shade-avoidance
syndrome in Arabidopsis. Nature Communications 8(1), 348.
Xie, Z., Allen, E., Fahlgren, N., Calamar, A., Givan, S.A., Carrington, J.C., 2005.
Expression of Arabidopsis MIRNA Genes. Plant Physiology 138(4), 2145-2154.
Xin, M., Wang, Y., Yao, Y., Xie, C., Peng, H., Ni, Z., Sun, Q., 2010. Diverse set of
microRNAs are responsive to powdery mildew infection and heat stress in wheat
(Triticum aestivum L.). BMC Plant Biology 10(1), 123.
Xing, F., Li, Z., Sun, A., Xing, D., 2013. Reactive oxygen species promote chloroplast
dysfunction and salicylic acid accumulation in fumonisin B1-induced cell death. FEBS
letters 587(14), 2164-2172.
Xu, W., Rosenow, D. T., Nguyen, H. T., 2000. Stay green trait in grain sorghum:
relationship between visual rating and leaf chlorophyll concentration. Plant Breeding,
119: 365-367.
Xu, M., Hu, T., Smith, M.R., Poethig, R.S., 2016a. Epigenetic regulation of vegetative
phase change in Arabidopsis. The Plant Cell 28(1), 28-41.
98

Xu, M., Hu, T., Zhao, J., Park, M.-Y., Earley, K.W., Wu, G., Yang, L., Poethig, R.S.,
2016b. Developmental functions of miR156-Regulated SQUAMOSA PROMOTER
BINDING PROTEIN-LIKE (SPL) genes in Arabidopsis thaliana. PLoS Genetics 12(8),
e1006263.
Yamasaki, H., Sakihama, Y., Ikehara, N., 1997. Flavonoid-peroxidase reaction as a
detoxification mechanism of plant cells against H2O2. Plant Physiology 115(4), 14051412.
Yamasaki, K., Kigawa, T., Inoue, M., Tateno, M., Yamasaki, T., Yabuki, T., Aoki, M.,
Seki, E., Matsuda, T., Nunokawa, E., 2004. A novel zinc-binding motif revealed by
solution structures of DNA-binding domains of Arabidopsis SBP-family transcription
factors. Journal of Molecular Biology 337(1), 49-63.
Yan, Z., Hossain, M.S., Wang, J., Valdes-Lopez, O., Liang, Y., Libault, M., Qiu, L.,
Stacey, G., 2013. miR172 regulates soybean nodulation. Molecular Plant-Microbe
Interactions Journal 26(12), 1371-1377.
Yang, L., Liu, Z., Lu, F., Dong, A., Huang, H., 2006. SERRATE is a novel nuclear
regulator in primary microRNA processing in Arabidopsis. The Plant Journal 47(6), 841850.
Ye, C.-Y., Xu, H., Shen, E., Liu, Y., Wang, Y., Shen, Y., Qiu, J., Zhu, Q.-H., Fan, L.,
2014. Genome-wide identification of non-coding RNAs interacted with microRNAs in
soybean. Frontiers in Plant Science 5, 743.
Young, A.J., 1991. The photoprotective role of carotenoids in higher plants. Physiologia
Plantarum 83(4), 702-708.
Young, N.D., Debelle, F., Oldroyd, G.E., Geurts, R., Cannon, S.B., Udvardi, M.K.,
Benedito, V.A., Mayer, K.F., Gouzy, J., Schoof, H., Van de Peer, Y., Proost, S., Cook,
D.R., Meyers, B.C., Spannagl, M., Cheung, F., De Mita, S., Krishnakumar, V., Gundlach,
H., Zhou, S., Mudge, J., Bharti, A.K., Murray, J.D., Naoumkina, M.A., Rosen, B.,
Silverstein, K.A., Tang, H., Rombauts, S., Zhao, P.X., Zhou, P., Barbe, V., Bardou, P.,
Bechner, M., Bellec, A., Berger, A., Berges, H., Bidwell, S., Bisseling, T., Choisne, N.,
Couloux, A., Denny, R., Deshpande, S., Dai, X., Doyle, J.J., Dudez, A.M., Farmer, A.D.,
Fouteau, S., Franken, C., Gibelin, C., Gish, J., Goldstein, S., Gonzalez, A.J., Green, P.J.,
Hallab, A., Hartog, M., Hua, A., Humphray, S.J., Jeong, D.H., Jing, Y., Jocker, A.,
Kenton, S.M., Kim, D.J., Klee, K., Lai, H., Lang, C., Lin, S., Macmil, S.L., Magdelenat,
G., Matthews, L., McCorrison, J., Monaghan, E.L., Mun, J.H., Najar, F.Z., Nicholson, C.,
Noirot, C., O'Bleness, M., Paule, C.R., Poulain, J., Prion, F., Qin, B., Qu, C., Retzel, E.F.,
Riddle, C., Sallet, E., Samain, S., Samson, N., Sanders, I., Saurat, O., Scarpelli, C.,
Schiex, T., Segurens, B., Severin, A.J., Sherrier, D.J., Shi, R., Sims, S., Singer, S.R.,
Sinharoy, S., Sterck, L., Viollet, A., Wang, B.B., Wang, K., Wang, M., Wang, X.,
Warfsmann, J., Weissenbach, J., White, D.D., White, J.D., Wiley, G.B., Wincker, P.,
Xing, Y., Yang, L., Yao, Z., Ying, F., Zhai, J., Zhou, L., Zuber, A., Denarie, J., Dixon,
R.A., May, G.D., Schwartz, D.C., Rogers, J., Quetier, F., Town, C.D., Roe, B.A., 2011.
99

The Medicago genome provides insight into the evolution of rhizobial symbioses. Nature
480, 520-524.
Yu, B., Bi, L., Zheng, B., Ji, L., Chevalier, D., Agarwal, M., Ramachandran, V., Li, W.,
Lagrange, T., Walker, J.C., Chen, X., 2008. The FHA domain proteins DAWDLE in
Arabidopsis and SNIP1 in humans act in small RNA biogenesis. Pr Proceedings of the
National Academy of Sciences of the United States of America 105(29), 10073-10078.
Yu, B., Yang, Z., Li, J., Minakhina, S., Yang, M., Padgett, R.W., Steward, R., Chen, X.,
2005. Methylation as a crucial step in plant microRNA biogenesis. Science 307, 932-935.
Yu, N., Niu, Q.-W., Ng, K.-H., Chua, N.-H., 2015. The role of miR156/SPLs modules in
Arabidopsis lateral root development. The Plant Journal 83(4), 673-685.
Yu, S., Galvão, V.C., Zhang, Y.-C., Horrer, D., Zhang, T.-Q., Hao, Y.-H., Feng, Y.-Q.,
Wang, S., Schmid, M., Wang, J.-W., 2012. Gibberellin regulates the Arabidopsis floral
transition through miR156-targeted SQUAMOSA PROMOTER BINDING–LIKE
transcription factors. The Plant Cell 24(8), 3320-3332.
Yu, X., Wang, H., Lu, Y., de Ruiter, M., Cariaso, M., Prins, M., van Tunen, A., He, Y.,
2012. Identification of conserved and novel microRNAs that are responsive to heat stress
in Brassica rapa. Journal of Experimental Botany 63(2), 1025-1038.
Zandalinas, S.I., Mittler, R., Balfagón, D., Arbona, V., Gómez‐Cadenas, A., 2018. Plant
adaptations to the combination of drought and high temperatures. Physiologia Plantarum
162(1), 2-12.
Zhang, J., Wei, L., Jiang, J., Mason, A.S., Li, H., Cui, C., Chai, L., Zheng, B., Zhu, Y.,
Xia, Q., Jiang, L., Fu, D., 2018. Genome-wide identification, putative functionality and
interactions between lncRNAs and miRNAs in Brassica species. Scientific Reports 8(1),
4960.
Zhang, L., Shi, H.-j., Gui, H.-r., Ding, H., 2017. A preliminary research on miR156
regulated tolerance mechanism to cadmium stress in Arabidopsis thaliana. International
Conference on Energy, Power and Environmental Engineering ICEPEE. Shanghai,
China.
Zhang, X., Zhang, L., Dong, F., Gao, J., Galbraith, D.W., Song, C.-P., 2001. Hydrogen
peroxide is involved in abscisic acid-induced stomatal closure in Vicia faba. Plant
Physiology 126(4), 1438-1448.
Zhang, X., Zou, Z., Zhang, J., Zhang, Y., Han, Q., Hu, T., Xu, X., Liu, H., Li, H., Ye, Z.,
2011. Over-expression of sly-miR156a in tomato results in multiple vegetative and
reproductive trait alterations and partial phenocopy of the sft mutant. FEBS letters 585(2),
435-439.
Zhao, J., Dixon, R.A., 2010. The ‘ins’ and ‘outs’ of flavonoid transport. Trends in Plant
Science 15(2), 72-80.
100

Zhao, Y., Yu, Y., Zhai, J., Ramachandran, V., Dinh, T.T., Meyers, B.C., Mo, B., Chen,
X., 2012. HESO1, a nucleotidyl transferase in Arabidopsis, uridylates unmethylated
miRNAs and siRNAs to trigger their degradation. Current Biology: CB 22(8), 689-694.
Zheng, G., Tian, B., Zhang, F., Tao, F., Li, W., 2011. Plant adaptation to frequent
alterations between high and low temperatures: remodeling of membrane lipids and
maintenance of unsaturation levels. Plant, Cell & Environment 34(9), 1431-1442.
Zhou, H., Peng, Q., Zhao, J., Owiti, A., Ren, F., Liao, L., Wang, L., Deng, X., Jiang, Q.,
Han, Y., 2016. Multiple R2R3-MYB transcription factors involved in the regulation of
anthocyanin accumulation in peach flower. Frontiers in Plant Science 7, 1557.

101

Appendices
Appendix A
SPL9 RNAi construct
Destination vector: pHellgate12
Promoter: 35SCaMV
Host strain: Agrobacterium (GV3101)
Antibiotic Resistance: Kanamycin and Rifampicin
Insert Description: SPL9 gene specific primers (SPL9RNAi_F-CACC CTC TCT CTT
CTG TCA AAT CAA ACA TGG G and SPL9RNAi_R-TTA CAG TGA CCA TTG
AGA AGA TTC ATA GG) were designed based on M. sativa NGS sequences. These
primers were used to amplify SPL9 (300 bp) sequence from alfalfa (M. sativa), and the
fragment was finally cloned into pHELLGATE12 destination vector for to generate
SPL9RNAi construct.

SPL9RNAi (Clone 9)
attR1 and attR2 REGIONS
INTRON

REVERSE REPEATS OF SPL9 (300 bp)

PART OF PDK INTRON

PART OF CAT

Note: Whole sequences of PDK and Cat introns were not sequenced (/…/ refers to gaps)

GAAGGATCTTACTAAGAGTCATTTCATTTGGAGAGGACACGCTCGAGACAAGTTTGTACAAAAAAGCAGGCTCCGCGGCCGCCCCCTTCA
CCATGGAGACAAGAAGGTCAGAGGGAAAAATAAGTTTGAAGTACAAAGAGGATCATGAGGAGGAAGAAGAGGAAGAGGATACGGATTTTG
AAGAGGAAGAGGATGGTAGAAGGAAGAGGGTAGTGACAGATCTCTATAGCAAGAGAAGTTCCAAAAAAGCTGGAAGCTCAAATATTCCAC
CTTGTTGTCAAGTGGAGAATTGTGATGCTGATCTTAGTGAAGCTAAGCAATATCACCGGAGACATAAGGTCTGTGAGTATCATGCCAAAG
CAAGGGTGGGCGCGCCGACCCAGCTTTCTTGTACAAAGTGGTCTCGAGGAATTCGGTACCCCAGCTTGGTAAGGAAATAATTATTTTCTT
TTTTCCTTTTAGTATAAAATAGTTAAGTGATGTTAATTAGTATGATTATAATAATATAGTTGTTATAATTGTGAAAAAATAATTTATAAA
TATATTGTTTACATAAACAACATAGTAATGTAAAAAAATATGACAAGTGATGTGTAAGACGAAGAAGATAAAAGTTGAGAGTAAGTATAT
TATTTTTAATG/………./CCATAACCAATCAATTAAAAAATAGATCAGTTTAAAGAAAGATCAAAGCTCAAAAAAATAAAAAGAGAAAAGG
GTCCTAACCAAGAAAATGAAGGAGAAAAACTAGAAATTTACCTGCACAAGCTTGGATCCTCTAGACCACTTTGTACAAGAAAGCTGGGTC
GGCGCGCCCACCCTTGCTTTGGCATGATACTCACAGACCTTATGTCTCCGGTGATATTGCTTAGCTTCACTAAGATCAGCATCACAATTC
TCCACTTGACAACAAGGTGGAATATTTGAGCTTCCAGCTTTTTTGGAACTTCTCTTGCTATAGAGATCTGTCACTACCCTCTTCCTTCTA
CCATCCTCTTCCTCTTCAAAATCCGTATCCTCTTCCTCTTCTTCCTCCTCATGATCCTCTTTGTACCTCAAACTTCTTTTTCCCTCTGAC
CTTCTTGTCTCCATGGTGAAGGGGGCGGCCGCGGAGCCTGCTTTTTTGTACAAACTTGTCTAGAGTCCTGCTTTAATGAGATATGCGAGA
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CGCCTATGATCGCATGATATTTGCTTTCAATTCTGTTGTGCACGTTGTAAAAAACCTGAGCATGTGTAGCTCAGATCCTTACCGCCGGTT
TCGGTTCATTCTAATGAATATATCACCCGTTACTATCGTATTTTTATGAATAATATTCTCCGTTCAATTTACTGATTGTACCCTACTACT
TTATATGTACAATATTAAAATGAAAACAATATATTGTGCTGAATAGGTT

Map
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Appendix B
Primers used in this study
Reference genes
Name
Sequence
ms_Cycloq
F
CAAACTTTCCTGACGAGTCACC
ms_Cycloq
R
ACGGTCAGCAATTGCCATTG
ms_GAPD
HqF
CCCTCTCCCTGTACAAAACTC
ms_GAPD
HqR
ACACGTAACACCAACCTTCC
ms_ADF1q
F
TCAAGGCGAAAAGGACACAC
ms_ADF1q
R
AAAACAGCATAGCGGCACTC
ms_eIF4Aq
F
TGCTAAGTTGCCTGAAACCG
ms_eIF4Aq
R
TGCCCATGTTTTCACCTTGC
Ms-ActinFma
AGCAAAAGATGGCAGATGCT
Ms-ActinRma
CCATACCAACCATGACACCA
BA-Acc1-F GATCAGTGAACTTCGCAAAGTAC
BA-Acc1-R CAACGACGTGAACACTACAAC
ms-U6Fq1
TCGGGGACATCCGATAAAAT
ms-U6Rq1
TTTGTGCGTGTCATCCTTGC
miR156/SPL genes
Name

Sequence
GTCGTATCCAGTGCAGGGTCCGA
MsmiR156d GGTATTCGCACTGGATACGACGT
RT
GCTC
MsmiR156d
F
GCGGCGGTGACAGAAGAGAGT
Universal R GTGCAGGGTCCGAGGT
qMsSPL2F GTAGAAGAGGAGGAGGGTGATG
qMsSPL2R GCAACAGGGTGGAGAAACAC
qMsSPL3F TGGCTGGACATAACGAGAGG
GTTTGATGACAGAAGAGAGAGAG
qMsSPL3R C
104

length
74

target
cyclophilin

90

GAPDH

149

actindepolymerizing
protein

127

elongation initiation
factor 4A

156

Actin

91

Acetyl CoA
Carboxylase

75

snRNA U6

length
61

target
miR156d

108

SPL2

171

SPL3

qMsSPL4F ATGCCAAAGCACCTACCGT
qMsSPL4R CCTCTCATTATGCCCAGCCA
MsSPL6rtpc
r-F
CTCGGCCGATACATCAAACTG
MsSPL6rtpc
r-R
CCTCTGTTCAACACCATTGACG
qMsSPL9F GGAAGAGGTGGGTCAGTTCA
qMsSPL9R ACAGTAACAGTTGGGCACTTAG
MsSPL12Fq1
CCTCAGCCTGAAGCAGTGAA
MsSPL12Rq1
CTTGCTGTTGGGCATGTCTG
MsSPL13rt CACTTCATAGCCAAACCACACCT
pcr-F
CTT
MsSPL13rt AGGGCTGCATAAGAGACATTGAA
pcr-R
TGA
Stress associated/miR156 associated genes
Name
Sequence
Ms-bZIP-F TGCTTCCCCAATGTTGAAGA
Ms-bZIP-R TCTGTGCTTGACGTCGTAGT
qMsLOBF
AGATGGTGATTCGTGACCCG
qMsLOBR
DFR-F
DFR-R
qMsCCD1F
qMsCCD1R
qMsCCD4a
-6F
qMsCCD4a
-6R
qMsCCD8F
qMsCCD8R
qMsHIRAF

CTGTTGCTGCTGTTGTTGATTC
GTTTGTGTCACAGGGGCTTC
TTCAAGTTTTCTGGGTCGCG
CTCATCATTGGCTTGCTGGTAA
CGGATTTGGTCCCACCCTAA

qMsHIRAR
qMsMYB53
F
qMsMYB53
F
MYB112-F
MYB112-R
NCED-FqPCR

TGTGCTGGACTCTCTGCTAAG

137

SPL4

191

SPL6

140

SPL9

135

SPL12

186

SPL13

length
143

target
bZIP family protein
TGA3
lateral organ
boundaries (LOB)
domain protein 36
Dihydroflavonol 4reductase
carotenoid cleavage
dioxygenase1
carotenoid cleavage
dioxygenase 4a-6

142

107
127
109

GGGTTGTTATGGTGGTGAGC
ACCTTGACTCTCCCTTCTTCTC
GAGAAATGGGAAGGAGAACTGC
ACCCGTCAAAGAGATGCCTG
GAGGCGAAAGAACTTGGTCAG

116
112

144

carotenoid cleavage
dioxygenase 8
Histone
transcription
regulator HIRA
protein
MYB53

CAACGCTCCTCTTGTTCTTGG
CGCCTCTTTCTTATGTGCTGC
TGGGTGATGGAGGTGAAGAA
CACCGTTGTTTGAGGTTTGG

120
164

CTCGAGGTTCGGGGTTTTAT
105

myb transcription
factor 112
9-cisepoxycarotenoid

NCED-RqPCR
MsHSP17.7
-q-F
MsHSP17.7
-q-R
Hsp17F
Hsp17R
Hsp23F
Hsp23R
qMsPOD-F

dioxygenase 3
ATATCGAATCAGCCGGTGTC
CACCACATAATGGACCTCACAGA
T
TGATGTCACCTGATTTCAACCCTG
TGCTTGTTATAAGCGGAGAG
ACAGTCAACACACCATCTTG
GGATGCGAAAGAGACAGAGG
TCTTTGGCACCTTCACCTTT
CTCTTTTCTTTGAAGCTTTTAAGG
C
ATCCTCTGACGACTCTCTGATGAC
T
CGTCTATGTTGAGCTGGATCTT
CGTAGTTGTCCGTTTGCTTTG

qMSPOD-R
qMsZEP-F
qMSZEP-R
PP2C-FqPCR
ATGCGATCTTCTGTGGTGTG
PP2C-RqPCR
GATTCATTTCGCCTCGACTC
WD40-1-FqPCR
GCTCTCGTGAGGACCTTGAC
WD40-1-RqPCR
ATGAGGACCAATGCATCACA
WD40-2-FqPCR
GTTGCTCCGTGTGAGAAACA
WD40-2-RqPCR
CATTTGTGATCGCATTGTCC
Plant transformation gene specific primers
Name
Sequence
SPL9RNAi CACCCTCTCTCTTCTGTCAAATCA
_F
AACA TGGG
SPL9RNAi TTACAGTGACCATTGAGAAGATT
_R
CATAGG

106

172

17.7 kDA Heat
Shock Protein

166

17 kDA Heat Shock
Protein
23 kDA Heat Shock
Protein
Peroxidase pxdC

123
152

97
130

zeaxanthin
epoxidase ZEP
Protein Phosphatase
2C

189

WD40-1

193

WD40-2

length
300

target
SPL9
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